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embl / AA1 980. DAT : * 
embl / AA1 981. DAT : * 
embl / AA1 982. DAT : * 
embl /AA1983 .DAT:* 
embl / AA1 984. DAT : * 
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- embl / AA1 999. DAT : 
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Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 



and is derived by analysis of the total score distribution. 
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Peptide PF19 from 


768 


4 


10 . 


. 3 


33 


11 


AAR06628 


Bridging sequence 


769 


4 


10 . 


.3 


33 


14 


AAR33102 


Human cyt omega lovi 


770 


4 


10 


. 3 


33 


16 


AAR82896 


Human B7-1 signal 


771 


4 


10 . 


. 3 


33 


16 


AAR70265 


Partial IGF-I fusi 


772 


4 


10 . 


. 3 


33 


18 


AAW18069 


Soluble starch syn 


773 


4 


10 . 


. 3 


33 


19 


AAW66429 


Cationic npntidp M 


774 


4 


10 , 


. 3 


33 


19 


AAW66423 


Cationic npntidp M 


775 


4 


10 . 


. 3 


33 


19 


AAW72585 


SSSI maize BE-86 k 


776 


4 


10 . 


.3 


33 


19 


AAW41866 


Peptide used in ra 


777 


4 


10 . 


.3 


33 


19 


AAW41867 


Peptide used in ra 


778 


4 


10 . 


. 3 


33 


20 


AAY11807 


Human 5 ' EST secre 


779 


4 


10 . 


. 3 


33 


20 


AAW73202 


Rabbit de fens in -2 


780 


4 


10 . 


.3 


33 


21 


AAB56648 


Human prostate can 


781 


4 


10 . 


.3 


33 


21 


AAB56936 


Human prostate can 


782 


4 


10 . 


. 3 


33 


21 


AAB27914 


Human secreted pro 


783 


4 


10 . 


.3 


33 


21 


AAB38653 


HIV-1 peptide epit 


784 


4 


10. 


.3 


33 


21 


AAB38654 


HIV-1 peptide epit 


785 


4 


10. 


.3 


33 


21 


AAB38655 


HIV-1 peptide epit 


786 


4 


10. 


.3 


33 


21 


AAB38656 


HIV-1 peptide epit 


787 


4 


10. 


.3 


33 


21 


AAB38657 


HIV-1 peptide epit 


788 


4 


10. 


.3 


33 


21 


AAB38658 


HIV-1 peptide epit 


789 


4 


10. 


.3 


33 


21 


AAB38960 


HIV-1 peptide epit 


790 


4 


10, 


.3 


33 


21 


AAB45354 


Human secreted pro 


791 


4 


10. 


.3 


33 


21 


AAB15479 


TCR beta V-N-J reg 



792 


4 


10 . 


3 


33 


21 


AAB28706 


Human secreted pro 


793 


4 


10 . 


3 


33 


21 


AAB12207 


Partial sequence o 


794 


4 


10 . 


3 


33 


21 


AAB12209 


Partial sequence o 


795 


4 


10 . 


3 


33 


21 


AAB12210 


Partial sequence o 


796 


4 


10 . 


3 


33 


21 


AAB12211 


Partial sequence o 


797 


4 


10 . 


,3 


33 


21 


AAB12212 


Partial sequence o 


798 


4 


10 . 


,3 


33 


21 


AAB12213 


Partial sequence o 


799 


4 


10 . 


,3 


33 


21 


AAB12214 


Partial sequence o 


800 


4 


10 . 


, 3 


33 


21 


AAB12215 


Partial sequence o 


801 


4 


10 . 


. 3 


33 


21 


AAB12216 


Partial sequence o 


802 


4 


10 . 


.3 


33 


21 


AAB12217 


Partial sequence o 


803 


4 


10 . 


3 


33 


21 


AAB12218 


Partial sequence o 


804 


4 


10 . 


.3 


33 


21 


AAB12220 


Partial sequence o 


805 


4 


10 . 


. 3 


33 


21 


AAB12221 


Partial sequence o 


806 


4 


10 . 


. 3 


33 


21 


AAB12222 


Partial sequence o 


807 


4 


10 . 


.3 


33 


21 


AAB12224 


Partial sequence o 


8 08 


4 


10 , 


. 3 


33 


21 


AAB12225 


Partial sequence o 


809 


4 


10 . 


. 3 


33 


21 


AAB12227 


Partial sequence o 


810 


4 


10 . 


. 3 


33 


21 


AAB12228 


Partial sequence o 


811 


4 


10 . 


. 3 


33 


21 


AAB12231 


Partial sequence o 


812 


4 


10 . 


.3 


33 


21 


AAB12233 


Partial sequence o 


813 


4 


10 , 


. 3 


33 


21 


AAB12234 


Partial sequence o 


814 


4 


10 , 


. 3 


33 


21 


AAB12235 


Partial sequence o 


815 


4 


10 , 


. 3 


33 


21 


AAB12236 


Partial sequence o 


816 


4 


10 . 


. 3 


33 


21 


AAY91722 


Cat ionic peptide M 


817 


4 


10 , 


.3 


33 


21 


AAY91728 


Cationic peptide N 


818 


4 


10 , 


.3 


33 


21 


AAY79839 


HIV infection dete 


819 


4 


10 , 


. 3 


33 


21 


AAY54390 


Amino acid sequenc 


820 


4 


10 


. 3 


33 


21 


AAY54398 


Amino acid sequenc 


821 


4 


10 . 


. 3 


33 


21 


AAY54406 


Amino acid sequenc 


822 


4 


10 


.3 


33 


21 


AAY67712 


Peptide #112 for d 


823 


4 


10 


. 3 


33 


21 


AAY53944 


Peptide represent i 


824 


4 


10 


. 3 


33 


21 


AAY56366 


Mycobacterium tube 


825 


4 


10 


. 3 


33 


21 


AAY65922 


Transcription fact 


826 


4 


10 


.3 


33 


22 


ABG4 9373 


Human liver peptid 


827 


4 


10 


.3 


33 


22 


ABG514 91 


Human liver peptid 


828 


4 


10 


.3 


33 


22 


ABG52572 


Human liver peptid 


829 


4 


10 


. 3 


33 


22 


ABG53813 


Human liver peptid 


830 


4 


10 


. 3 


33 


22 


AAU9793 8 


nET2 0LSCaso3 relat 


831 


4 


10 


. 3 


33 


22 


ABG18683 


Novel human diacjno 


832 


4 


10 


. 3 


33 


22 


ABG26205 


Novel human diagno 


833 


4 


10 


. 3 


33 


22 


ABB29379 


Peptide #203 0 enco 


834 


4 


10 


. 3 


33 


22 


ABB31428 


PeDtide #4 079 enco 


835 


4 


10 


. 3 


33 


22 


Xi-J-J J_) J _L »J _L ^1 


Pentide #4165 enco 


836 


4 


10 


. 3 


33 


22 


ABB^4552 


Pent i dp #2 058 enco 


837 


4 


10 


. 3 


33 


22 


ABB36641 


Peptide #4147 enco 


838 


4 


10 


.3 


33 


22 


ABB36725 


Peptide #4231 enco 


839 


4 


10 


. 3 


33 


22 


ABB37708 


Peptide #5214 enco 


840 


4 


10 


. 3 


33 


22 


ABB38907 


Peptide #6413 enco 


841 


4 


10 


.3 


33 


22 


ABB19960 


Protein #1959 enco 


842 


4 


10 


.3 


33 


22 


ABB21975 


Protein #3974 enco 


843 


4 


10 


.3 


33 


22 


ABB23900 


Protein #5899 enco 


844 


4 


10 


.3 


33 


22 


ABB03121 


Human musculoskele 


845 


4 


10 


.3 


33 


22 


AAU21157 


Human novel foetal 


846 


4 


10 


.3 


33 


22 


AAM55339 


Human brain expres 


847 


4 


10 


.3 


33 


22 


AAM57403 


Human brain expres 


848 


4 


10 


.3 


33 


22 


AAM59558 


Human brain expres 



849 


4 


10 . 


3 


33 


22 


AAM67735 


Human bone marrow 


850 


4 


10 . 


3 


33 


22 


AAM69797 


Human bone marrow 


851 


4 


10 . 


3 


33 


22 


AAM70809 


Human bone marrow 


852 


4 


10 . 


3 


33 


22 


AAM72127 


Human bone marrow 


853 


4 


10 . 


3 


33 


22 


AAM83263 


Huma n i mmune / ha ema 


854 


4 


10 ♦ 


3 


33 


22 


AAM86040 


Human i mmun e / ha ema 


855 


4 


10 . 


3 


33 


22 


AAM91722 


Human immune / ha ema 


856 


4 


10 . 


, 3 


33 


22 


AAO08364 


Human polypeptide 


857 


4 


10 . 


3 


33 


22 


AA013724 


Human polypeptide 


858 


4 


10 . 


3 


33 


22 


AAM15546 


Peptide #198 0 enco 


859 


4 


10 , 


3 


33 


22 


AAM17620 


Peptide #4 054 enco 


860 


4 


10 . 


. 3 


33 


22 


AAM17702 


Peptide #4136 enco 


861 


4 


10 . 


, 3 


33 


22 


AAM18651 


Peptide #5085 enco 


862 


4 


10 . 


, 3 


33 


22 


AAM19450 


Peptide #5884 enco 


863 


4 


10 . 


. 3 


33 


22 


AAM28035 


Peptide #2072 enco 


864 


4 


10 . 


. 3 


33 


22 


AAM30138 


Peptide #4175 enco 


865 


4 


10 . 


. 3 


33 


22 


AAM30216 


Peptide #4253 enco 


866 


4 


10 . 


. 3 


33 


22 


AAM32389 


Peptide #6426 enco 


867 


4 


10 . 


. 3 


33 


22 


AAM03295 


Peptide #1977 enco 


868 


4 


10 . 


. 3 


33 


22 


AAM05278 


Peptide #3960 enco 


869 


4 


10 . 


. 3 


33 


22 


AAM05364 


Peptide #4 04 6 enco 


870 


4 


10 . 


. 3 


33 


22 


AAM06258 


Peptide #4 94 0 enco 


871 


4 


10 , 


. 3 


33 


22 


AAE03252 


Human gene 4 encod 


872 


4 


10 . 


. 3 


33 


22 


AAB66616 


Mouse prion helix 


873 


4 


10 . 


. 3 


33 


22 


AAB60711 


Human secreted pro 


874 


4 


10 , 


. 3 


33 


22 


AAB50220 


Membrane disrupt iv 


875 


4 


10 . 


. 3 


33 


23 


ABU51880 


Helicobacter pylor 


876 


4 


10 , 


.3 


33 


23 


AAE30590 


Fruit fly odorant 


877 


4 


10 


. 3 


33 


23 


ABJ01093 


Ovary cell-specifi 


878 


4 


10 . 


. 3 


33 


23 


ABG372 94 


Human peptide enco 


879 


4 


10 


. 3 


33 


23 


ABG3942 6 


Human peptide enco 


880 


4 


10 


. 3 


33 


23 


ABG41941 


Human peptide enco 


881 


4 


10 


. 3 


33 


23 


AAU93751 


Herpes simplex vir 


882 


4 


10 


. 3 


33 


23 


AAU93752 


Herpes simplex vir 


883 


4 


10 


. 3 


33 


23 


AAU93753 


Herpes simplex vir 


884 


4 


10 


.3 


33 


23 


AAU93754 


Herpes simplex vir 


885 


4 


10 


.3 


33 


23 


AAU93755 


Herpes simplex vir 


886 


4 


10 


. 3 


33 


23 


AAU93756 


Herpes simplex vir 


887 


4 


10 


. 3 


33 


23 


AAU93757 


Herpes simplex vir 


888 


4 


10 


. 3 


33 


23 


AAU93758 


Herpes simplex vir 


889 


4 


10 


.3 


33 


23 


AAU93759 


Herpes simplex vir 


890 


4 


10 


. 3 


33 


23 


AAU93760 


Herpes simplex vir 


891 


4 


10 


. 3 


33 


23 


AAU93761 


Herpes simplex vir 


892 


4 


10 


. 3 


33 


23 


AAU93762 


Herpes simplex vir 


893 


4 


10 


. 3 


33 


23 


AAU93763 


Herpes simplex vir 


894 


4 


10 


. 3 


33 


23 


AAU93764 


Herpes simplex vir 


895 


4 


10 


. 3 


33 


23 


AAU93765 


Herpes simpilex vir 


896 


4 


10 


. 3 


33 


23 


AAU93766 


Herpes simplex vir 


897 


4 


10 


. 3 


33 


23 


AAU93767 


Herpes simplex vir 


898 


4 


10 


.3 


33 


23 


AAU93768 


Herpes simplex vir 


899 


4 


10 


.3 


33 


23 


AAU93769 


Herpes simplex vir 


900 


4 


10 


.3 


33 


23 


AAU93770 


Herpes simplex vir 


901 


4 


10 


.3 


33 


23 


AAU93771 


Herpes simplex vir 


902 


4 


10 


.3 


33 


23 


AAU93772 


Herpes simplex vir 


903 


4 


10 


.3 


33 


23 


AAU93773 


Herpes simplex vir 


904 


4 


10 


.3 


33 


23 


AAU93774 


Herpes simplex vir 


905 


4 


10 


.3 


33 


23 


AAU91007 


Transplant media a 



906 


4 


10. 


3 


33 


23 


ABB05812 


Arab a I MAJOR amin 


907 


4 


10. 


3 


33 


23 


ABB05813 


Arab a I MINOR amin 


908 


4 


10. 


3 


33 


23 


ABB05884 


Amb a I MAJOR amin 


909 


4 


10 . 


3 


33 


23 


ABB05885 


Amb a I MINOR amin 


910 


4 


10 . 


3 


33 


24 


ABU59599 


Cationic cancer -t 


911 


4 


10 . 


3 


33 


24 


ABU59605 


Cationic cancer -t 


912 


4 


10 . 


3 


33 


24 


ABP58163 


Mouse DAKAR ankyri 


913 


4 


10 . 


3 


33 


24 


ABU12415 


Novel human muscul 


914 


4 


10 . 


3 


33 


24 


ABU00745 


S . pneumoniae type 


915 


4 


10 . 


3 


33 


24 


ABU0112 0 


S . pneumoniae type 


916 


4 


10 . 


3 


33 


24 


ABU01210 


S . pneumoniae type 


917 


4 


10 . 


3 


34 


14 


AAR44778 


N- terminal sequenc 


918 


4 


10 . 


3 


34 


15 


AAR45511 


Parathyroid hormon 


919 


4 


10 . 


3 


34 


16 


AAR85893 


WD-4 0 consensus se 


920 


4 


10 . 


3 


34 


16 


AAR83120 


Thermus thermophil 


921 


4 


10 . 


. 3 


34 


16 


AAR69041 


PTH analogue with 


922 


4 


10 . 


, 3 


34 


17 


AAY16755 


Calcitonin peptide 


923 


4 


10 . 


.3 


34 


17 


AAR94017 


Thermus thermophil 


924 


4 


10 . 


.3 


34 


18 


AAW35877 


Leader sequence fo 


925 


4 


10 . 


. 3 


34 


18 


AAW13338 


Truncated parathyr 


926 


4 


10 . 


. 3 


34 


18 


AAW12634 


Parathyroid hormon 


927 


4 


10 . 


. 3 


34 


18 


AAW01812 


Human papillomavir 


928 


4 


10 , 


.3 


34 


19 


AAW61713 


Parathyroid hormon 


929 


4 


10 . 


. 3 


34 


19 


AAW66039 


Parathyroid hormon 


930 


4 


10 , 


. 3 


34 


19 


AAW4 2585 


Parathyroid hormon 


931 


4 


10 , 


. 3 


34 


20 


AAY60170 


Human endometrium 


932 


4 


10 . 


. 3 


34 


20 


AAY41508 


Fragment of human 


933 


4 


10 . 


.3 


34 


20 


AAY4 825 0 


Human prostate can 


934 


4 


10 , 


. 3 


34 


20 


AAW74385 


Modified parathyro 


935 


4 


10 , 


. 3 


34 


20 


AAY00277 


Human secreted pro 


936 


4 


10 


. 3 


34 


20 


AAW81931 


Synthetic PTH and 


937 


4 


10 


. 3 


34 


21 


AAB52133 


Human secreted pro 


938 


4 


10 


. 3 


34 


21 


AAB39261 


Gene 23 human seer 


939 


4 


10 


. 3 


34 


21 


AAB44620 


Human secreted pro 


940 


4 


10 


.3 


34 


21 


AAB44734 


Human secreted pro 


941 


4 


10 


.3 


34 


21 


AAB38026 


Fragment of human 


942 


4 


10 


.3 


34 


21 


AAB10375 


HSV gD signal pept 


943 


4 


10 


.3 


34 


21 


AAB16930 


Bacteriophage Dp-1 


944 


4 


10 


. 3 


34 


21 


AAY92780 


Vtgss-CAT fusion p 


945 


4 


10 


. 3 


34 


21 


AAY58893 


Polyketide polylin 


946 


4 


10 


. 3 


34 


21 


AAY54391 


Amino acid sequenc 


947 


4 


10 


.3 


34 


21 


AAY54399 


Amino acid sequenc 


948 


4 


10 


. 3 


34 


21 


AAY54407 


Amino acid sequenc 


949 


4 


10 


. 3 


34 


21 


AAY58292 


Human pi 60 coactiv 


950 


4 


10 


. 3 


34 


21 


AAY58295 


Human pi 60 coactiv 


951 


4 


10 


. 3 


34 


21 


AAY58298 


Human pi 60 coactiv 


952 


4 


10 


. 3 


34 


21 


AAY58335 


Human Grip-1 H17A/ 


953 


4 


10 


. 3 


34 


21 


AAY67777 


Peptide #177 for d 


954 


4 


10 


. 3 


34 


21 


AAY65921 


Transcription fact 


955 


4 


10 


.3 


34 


22 


ABG4 9025 


Human liver pept id 


956 


4 


10 


.3 


34 


22 


ABG51121 


Human liver pept id 


957 


4 


10 


.3 


34 


22 


ABG544 06 


Human liver pept id 


958 


4 


10 


.3 


34 


22 


ABG58736 


Human liver pept id 


959 


4 


10 


.3 


34 


22 


ABG00686 


Novel human diagno 


960 


4 


10 


.3 


34 


22 


ABG25440 


Novel human diagno 


961 


4 


10 


.3 


34 


22 


ABB29022 


Peptide #1673 enco 


962 


4 


10 


.3 


34 


22 


ABB34186 


Peptide #1692 enco 



963 


4 


10. 


, 3 


34 


22 


ABB36285 


Peptide #3791 enco 


964 


4 


10 . 


, 3 


34 


22 


ABB39416 


Peptide #6922 enco 


965 


4 


10 . 


, 3 


34 


22 


ABB43350 


Peptide #10856 enc 


966 


4 


10 . 


. 3 


34 


22 


ABB43940 


Peptide #11446 enc 


967 


4 


10 . 


, 3 


34 


22 


ABB19627 


Protein #1626 enco 


968 


4 


10 . 


. 3 


34 


22 


ABB21650 


Protein #364 9 enco 


969 


4 


10 . 


. 3 


34 


22 


ABB26347 


Protein #8346 enco 


970 


4 


10 . 


. 3 


34 


22 


ABB26854 


Protein #8853 enco 


971 


4 


10 , 


. 3 


34 


22 


AAM54980 


Human brain expres 


972 


4 


10 . 


. 3 


34 


22 


AAM57056 


Human brain expres 


973 


4 


10 . 


. 3 


34 


22 


AAM60097 


Human brain expres 


974 


4 


10 . 


. 3 


34 


22 


AAM64258 


Human brain expres 


975 


4 


10 . 


. 3 


34 


22 


AAM64933 


Human brain expres 


976 


4 


10 . 


. 3 


34 


22 


AAM67363 


Human bone marrow 


977 


4 


10 . 


. 3 


34 


22 


AAM69446 


Human bone marrow 


978 


4 


10 . 


.3 


34 


22 


AAM72708 


Human bone marrow 


979 


4 


10 . 


.3 


34 


22 


AAM77082 


Human bone marrow 


980 


4 


10 . 


.3 


34 


22 


AAM77668 


Human bone marrow 


981 


4 


10 . 


. 3 


34 


22 


AAM84974 


Human immune / ha ema 


982 


4 


10 . 


. 3 


34 


22 


AAO09392 


Human polypeptide 


983 


4 


10 , 


. 3 


34 


22 


AAM15194 


Peptide #1628 enco 


984 


4 


10 , 


. 3 


34 


22 


AAM17280 


Peptide #3714 enco 


985 


4 


10 , 


. 3 


34 


22 


AAM21060 


Peptide #74 94 enco 


986 


4 


10 , 


.3 


34 


22 


AAM21588 


Peptide #8022 enco 


987 


4 


10 . 


.3 


34 


22 


AAM27653 


Peptide #1690 enco 


988 


4 


10 , 


.3 


34 


22 


AAM29780 


Peptide #3817 enco 


989 


4 


10 


.3 


34 


22 


AAM32939 


Peptide #6976 enco 


990 


4 


10 - 


.3 


34 


22 


AAM37204 


Peptide #11241 enc 


991 


4 


10 . 


. 3 


34 


22 


AAM37870 


Peptide #11907 enc 


992 


4 


10 , 


. 3 


34 


22 


AAM02934 


Peptide #1616 enco 


993 


4 


10 


.3 


34 


22 


AAM04968 


Peptide #365 0 enco 


994 


4 


10. 


.3 


34 


22 


AAB84639 


Antigenic peptide 


995 


4 


10, 


.3 


34 


22 


AAB62581 


Peptide antigen cr 


996 


4 


10 


.3 


34 


22 


AAB50118 


Human brain T calc 


997 


4 


10 


.3 


34 


23 


ABG7072 0 


Human tetratricope 


998 


4 


10, 


.3 


34 


23 


ABP62013 


Human secreted pro 


999 


4 


10. 


.3 


34 


23 


ABB79459 


Gene highly expres 


1000 


4 


10 


.3 


34 


23 


ABG36994 


Human peptide enco 
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RESULT 1 
AAB80490 

ID AAB80490 standard; Peptide; 39 AA. 
XX 

AC AAB804 90; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 peptide #1. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 



KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema ; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus . 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 2; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 ( tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 3 9 AA; 

Query Match 100.0%; Score 39; DB 22; Length 39; 

Best Local Similarity 100.0%; Pred. No. 6.3e-28; 

Matches 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVX.DAP 39 

IIIIMIIIMIII IIMII II IIIIMMMIII 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 



RESULT 2 
ABB82202 

ID ABB82202 standard; peptide; 39 AA. 
XX 

AC ABB82202; 
XX 

DT 23-DEC-2002 (first entry) 
XX 

DE TIP39 polypeptide fragment (residues 1-39) . 
XX 

KW TIP39; parathyroid hormone-related peptide; PTHrP; TIP; osteopathic; PTH; 

KW parathyroid hormone; gene therapy; PTH1R; PTH2R; hyperparathyroidism; 

KW hypercalcemia; osteoporosis, 
XX 

OS Bos sp. 
XX 

PN WO200268585-A2 . 
XX 

PD 06-SEP-2002. 
XX 

PF 17-JAN-2002; 2 002WO-US01 183 . 
XX 

PR 17-JAN-2001; 2 001US-2618 04P . 
XX 

PA (GEHO ) GEN HOSPITAL CORP. 

PA (JUEP/) JUEPPNER H. 

PA (GARD/) GARDELLA T J. 

PA (JONS/ ) JONSSON K P. 

PA (JOHN/) JOHN M R. 

PA (GENS/) GENSURE R C. 

XX 

PI Jueppner H, Gardella TJ, Jonsson KP, John MR, Gensure RC; 
XX 

DR WPI; 2002-713370/77. 
XX 

PT New truncated TIP39 polypeptides and chimeric parathyroid 

PT hormone-related peptide/TIP polypeptides, useful as modulators of 

PT parathyroid hormone receptors for treating e.g. hyperparathyroidism, 

PT hypercalcemia or osteoporosis 

XX 

PS Claim 9; Page 79; 112pp ; English. 
XX 

CC The invention relates to truncated TIP39 polypeptide fragments and 

CC chimeric parathyroid hormone -related peptide (PTHrP) receptor/TIP 

CC polypeptides. The polypeptides are useful as an antagonist of PTH 

CC receptors to treat conditions requiring antagonism of parathyroid hormone 

CC (PTH) /PTH-related peptide (PTHrP) receptors. The TIP polypeptide is also 

CC useful for treating mammalian conditions characterized by abnormality 

CC related to activated PTH2R. It is also useful for treating a mammalian 

CC conditions characterized by requiring antagonism of PTH1R or PTH2R (e.g. 

CC hyperparathyroidism or hypercalcemia) , or characterized by increases in 

CC calcium resulting from excess PTH or PTHrP. The PTH1R agonist is useful 

CC for treating mammalian conditions characterized by decreases in bone 

CC mass, e.g. osteoporosis. The present sequence represents a TIP39 

CC polypeptide fragment. 



XX 

SQ Sequence 3 9 AA; 



Query Match 100.0%; Score 39; DB 23; Length 39; 

Best Local Similarity 100.0%; Pred. No. 6.3e-28; 

Matches 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

1 1 1 1 1 1 1 1 1 1 1 1 1 IT 1 1 1 1 1 H I 1 1 1 1 1 U 1 1 1 1 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 



RESULT 3 
AAE23970 

ID AAE23970 standard; peptide; 39 AA. 
XX 

AC AAE23970; 
XX 

DT 23-SEP-2002 (first entry) 
XX 

DE Human TIP39 mature protein. 
XX 

KW Human; tuberoinfundibular peptide; TIP39; signal transduction; 

KW parathyroid hormone 2; PTH2 receptor. 

XX 

OS Homo sapiens. 
XX 

PN WO200233049-A1. 
XX 

PD 25-APR-2002. 
XX 

PF 12-OCT-2001; 2001WO-US31954 . 
XX 

PR 17-OCT-2000; 2 000US-24 1012P . 
XX 

PA (MERI ) MERCK & CO INC. 
XX 

PI Wang H, Koblan KS, Sun H, Delia Penna K; 
XX 

DR WPI; 2002-471397/50. 

DR N-PSDB; AAD38678. 
XX 

PT Isolated polynucleotide encoding human TIP39 peptide for identifying 

PT functional TIP3 9 and a test compound which modulates the activity of 

PT the peptide - 
XX 

PS Claim 9; Fig 3; 61pp; English. 
XX 

CC The invention relates to human tuberoinfundibular peptide (TIP39) 

CC and nucleic acid molecules encoding such peptides. Polynucleotides 

CC of the invention are useful in bioassays for identifying test 

CC compounds that modulate the TIP3 9 activity. TIP3 9 polypeptides are 

CC used for modulating the endogenous signal transducing activity of 

CC parathyroid hormone 2 (PTH-2) receptor in a mammal. They are also 

CC useful as diagnostics for distinguishing disease states caused by 

CC a dysfunctional endogenous TIP39 or PTH-2 receptor and for screening 

CC compounds in vitro to determine whether a compound functions as a 



CC potential agonist or antagonist. The present sequence is human 

CC TIP39 mature protein. 

XX 

SQ Sequence 39 AA; 

Query Match 100.0%; Score 39; DB 23; Length 39; 

Best Local Similarity 100.0%; Pred. No. 6.3e-28; 

Matches 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

JIIIII'll llllll IIIIIMIMII IIMIII 

Db 1 SLAIADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 



RESULT 4 
ABP56764 

ID ABP56764 standard; Protein; 39 AA. 
XX 

AC ABP56764; 
XX 

DT 01-APR-2003 (first entry) 
XX 

DE Human TIP39 protein SEQ ID NO:3. 
XX 

KW Human; TIP3 9; tuberoinfundibular peptide of 39 residues; PTH2 receptor; 
KW parathyroid hormone 2 receptor; pain; analgesic; chronic pain syndrome ; 
KW PTH2 receptor modulator; hypersensitivity; windup; allodynia. 
XX 

OS Homo sapiens . 
XX 

PN WO2002100349-A2. 
XX 

PD 19-DEC-2002. 
XX 

PF 12-JUN-2002; 2002WO-US18771 . 
XX 

PR 13-JUN-2001; 2001US-297959P. 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES . 
XX 

PI Usdin T; 
XX 

DR WPI; 2003-167369/16. 
DR N-PSDB; ABZ22667. 
XX 

PT Ameliorating pain, e.g. chronic pain syndromes, hypersensitivity, 
PT windup or allodynia, comprises administering a modulator of the 
PT parathyroid hormone-2 { PTH2 ) receptor - 
XX 

PS Disclosure; Page 5; 56pp; English. 
XX 

CC The present invention describes a method for ameliorating pain. The 
CC method comprises administering a compound that modulates a parathyroid 
CC hormone-2 (PTH2) receptor to a patient. Tuberoinfundibular peptide of 39 
CC residues (TIP39) selectively activates the PTH2 receptor. TIP39 has 
CC analgesic activity, and can be used as a PTH2 receptor modulator. The 
CC method is useful for ameliorating pain in a patient, e.g. chronic pain 



CC syndromes, hypersensitivity, windup or allodynia. The present sequence 

CC represents human TIP3 9, which is given in the exemplification of the 

CC present invention. 
XX 

SQ Sequence 3 9 AA; 

Query Match 100.0%; Score 39; DB 24; Length 39; 

Best Local Similarity 100.0%; Pred. No. 6.3e-28; 

Matches 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

Mill lllllllllllll II IIIIIIMMIII I 

Db 1 SIALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 



RESULT 5 
AAU73181 

ID AAU73181 standard; Peptide; 40 AA. 
XX 

AC AAU73181; 
XX 

DT 12-MAR-2002 (first entry) 
XX 

DE Parathyroid hormone PTH/PTHrP modulating domain #163. 
XX 

KW Human; parathyroid hormone; PTH; parathyroid hormone-related protein; 

KW PTHrP; bone resorption inhibitor; osteoprotegrin; OPG; OPG-L antibody; 

KW calcitonin; bisphosphonate; oestrogen; oestrogen receptor; tibolone; 

KW osteopenia; hyperthyroidism; hypercalcaemia ; tumour metastasis; bone; 

KW breast cancer; prostate cancer; cachexia; anorexia; osteoporosis; 

KW Paget's disease; osteomyelitis; osteonecrosis; bone cell death; 

KW Gaucher' s disease; sickle cell anaemia; systemic lupus erythematosus; 

KW rheumatoid arthritis; periodontal disease; alopecia; fracture repair ; 

KW immunoglobulin G; IgG. 
XX 

OS Synthetic. 
XX 

PN WO200181415-A2 . 
XX 

PD 01-NOV-2001. 
XX 

PF 27-APR-2001; 2001WO-US13528 . 
XX 

PR 27-APR-2000; 20 0OUS-2 00053P . 

PR 28-JUN-2000; 2000US-2 14860P . 

PR 06-FEB-2001; 2001US-2 66673P . 

PR 26-APR-2001; 2001US-0843221 . 
XX 

PA (AMGE-) AMGEN INC. 
XX 

PI Kostenuik P, Liu C, Lacey DL; 
XX 

DR WPI; 2002-066435/09. 
XX 

PT Composition, useful for treating osteopenia, comprises parathyroid 

PT hormone and parathyroid hormone -related protein receptor modulators - 
XX 



PS Disclosure; Page 63; 107pp; English. 
XX 

CC The invention relates to a composition (I) comprising modulators of 

CC parathyroid hormone { PTH) and parathyroid hormone-related protein (PTHrP) 

CC which comprise a PTH/ PTHrP modulating domain and a vehicle. (I) 

CC comprising PTH agonist optionally with a bone resorption inhibitor, such 

CC as osteoprotegrin (OPG) , OPG-L antibody, calcitonin, bisphosphonates , 

CC oestrogens, oestrogen receptor modulators and tibolone is useful for 

CC treating osteopenia. (I) is useful for therapeutic and prophylactic 

CC purposes. Antagonists of PTH receptor are useful in treating primary and 

CC secondary hyperthyroidism, hypercalcaemia , tumour metastases, 

CC particularly breast and prostate cancer, cachexia and anorexia, 

CC osteopenia, including various forms of osteoporosis, Paget 1 s disease of 

CC bone, osteomyelitis, osteonecrosis or bone cell death, associated with 

CC traumatic injury or nontraumatic necrosis associated with Gaucher' s 

CC disease, sickle cell anaemia, systemic lupus erythematosus, rheumatoid 

CC arthritis, periodontal disease and alopecia. PTH receptor agonists are 

CC useful as therapeutic agents in conditions including fracture repair 

CC {including healing of non-union fractures), osteopenia, including various 

CC forms of osteoporosis. AAU73018-AAU73181 represent parathyroid hormone 

CC and parathyroid hormone related protein (PTH/ PTHrP) modulators and 

CC related amino acid sequences of the invention. 

XX 

SQ Sequence 4 0 AA; 



Query Match 100.0%; Score 39; DB 23; Length 40; 

Best Local Similarity 100.0%; Pred. No. 6.4e-28; 
Matches 39; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 



Db 



1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

IIIMIII llllllll! Ill MM! 

1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 



RESULT 6 
AAB8 0489 

ID AAB80489 standard; Peptide; 38 AA. 
XX 

AC AAB8 0489; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #2. 
XX 

KW Tuber infundibular peptide of 3 9 residues; TIP3 9; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic,- nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma,- emphysema ; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis ; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 



OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (!) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 38 AA; 

Query Match 97.4%; Score 38; DB 22; Length 38; 

Best Local Similarity 100.0%; Pred. No. 4.8e-27; 

Matches 38; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 2 LALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

I I I I I I I I I I I I I II I I I I I I I I I I I I I I I I I I II I I I 
Db 1 LALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 38 

RESULT 7 
AAB80526 

ID AAB80526 standard; Peptide; 38 AA. 
XX 

AC AAB80526; 
XX 



DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #38. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP3 9; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 



SQ Sequence 38 AA; 



Query Match 97.4%; 
Best Local Similarity 100.0% 
Matches 38; Conservative 



Score 38; DB 22; Length 38; 
Pred. No. 4.8e-27; 
0; Mismatches 0; Indels 



0; 



Gaps 



0; 



Qy 



1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDA 38 



Db 




RESULT 8 
AAB80488 

ID AAB80488 standard; Peptide; 37 AA. 
XX 

AC AAB80488; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #3. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis ; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13: 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 



CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 37 AA; 

Query Match 94.9%; Score 37; DB 22; Length 37; 

Best Local Similarity 100.0%; Pred. No. 3,7e-26; 

Matches 37; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 3 ALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

i ' ! I i I 

Db 1 ALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 37 



RESULT 9 
AAB80525 

ID AAB8 0525 standard; Peptide; 37 AA. 
XX 

AC AAB8 0525; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #39. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic,- osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema;. 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 



PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES . 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb). (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia), acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH 2 receptor binding activity. 

XX 

SQ Sequence 37 AA; 

Query Match 94.9%; Score 37; DB 22; Length 37; 
Best Local Similarity 100.0%; Pred. No. 3.7e-26; 

Matches 37; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLD 37 

1 1 1 1 1 1 M 1 1 1 1 1 1 1 1 1 1 M 1 1 1 1 1 1 MM! 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLD 37 



RESULT 10 
ABB82197 

ID ABB82197 standard; peptide; 37 AA. 
XX 

AC ABB82197; 
XX 

DT 23-DEC-2002 (first entry) 
XX 

DE TIP3 9 truncated peptide fragment (residues 3-39) . 
XX 

KW TIP39; parathyroid hormone -related peptide; PTHrP; TIP; osteopathic; PTH; 
KW parathyroid hormone; gene therapy; PTH1R; PTH2R; hyperparathyroidism; 



KW hypercalcemia; osteoporosis. 
XX 

OS Bos sp. 
XX 

PN WO200268585-A2. 
XX 

PD 06-SEP-2002. 
XX 

PF 17-JAN-2002; 2002WO-US01183 . 
XX 

PR 17-JAN-2001; 2001US-261804P . 
XX 

PA (GEHO ) GEN HOSPITAL CORP. 

PA (JUEP/) JUEPPNER H. 

PA (GARD/) GARDELLA T J, 

PA (JONS/) JONSSON K P. 

PA (JOHN/) JOHN MR. 

PA (GENS/) GENSURE R C. 

XX 

PI Jueppner H, Gardella TJ, Jonsson KP, John MR, Gensure RC; 
XX 

DR WPI; 2002-713370/77. 
XX 

PT New truncated TIP39 polypeptides and chimeric parathyroid 

PT hormone-related peptide/TIP polypeptides, useful as modulators of 

PT parathyroid hormone receptors for treating e.g. hyperparathyroidism, 

PT hypercalcemia or osteoporosis 

XX 

PS Claim 1; Page 78; 112pp; English. 
XX 

CC The invention relates to truncated TIP39 polypeptide fragments and 

CC chimeric parathyroid hormone -related peptide (PTHrP) receptor/TIP 

CC polypeptides. The polypeptides are useful as an antagonist of PTH 

CC receptors to treat conditions requiring antagonism of parathyroid hormone 

CC (PTH) /PTH-related peptide (PTHrP) receptors. The TIP polypeptide is also 

CC useful for treating mammalian conditions characterized by abnormality 

CC related to activated PTH2R. It is also useful for treating a mammalian 

CC conditions characterized by requiring antagonism of PTH1R or PTH2R (e.g. 

CC hyperparathyroidism or hypercalcemia) , or characterized by increases in 

CC calcium resulting from excess PTH or PTHrP. The PTH1R agonist is useful 

CC for treating mammalian conditions characterized by decreases in bone 

CC mass, e.g. osteoporosis. The present sequence represents a truncated 

CC TIP39 polypeptide fragment. 
XX 

SQ Sequence 37 AA; 



Query Match 94.9%; Score 37; DB 23; Length 37; 

Best Local Similarity 100.0%; Pred. No. 3.7e-26; 

Matches 37; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 3 AIADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

III 1 1 II III II I III II I II Ih II MM III! 

Db 1 ALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 37 



RESULT 11 
AAB80487 



ID AAB80487 standard; Peptide; 36 AA. 
XX 

AC AAB80487; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #4. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine ; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus. 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US - 013 933 5 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 



CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 
XX 

SQ Sequence 36 AA; 

Query Match 92.3%; Score 36; DB 22; Length 36; 

Best Local Similarity 100.0%; Pred. No. 2.9e-25; 

Matches 36; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 4 LADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

Mlllllll! Illlll lllllllllllll II 

Db 1 LADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 36 



RESULT 12 
AAB80524 

ID AAB80524 standard; Peptide; 36 AA. 
XX 

AC AAB8 0524; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #40. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist ,- 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis ; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 



XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinf undibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 36 AA; 

Query Match 92.3%; Score 36; DB 22; Length 36; 

Best Local Similarity 100.0%; Pred. No. 2.9e-25; 

Matches 36; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 1 SIA1ADDAAFRERARLIAALERRHWLNSYMHKLLVL 36 

I I I I I I I I I II I I I I h I I I I I M I I I I I ! I I 
Db 1 SLAIADDAAFRERARLLAALERRHWLNSYMHKLLVL 36 



RESULT 13 
AAB80486 

ID AAB80486 standard; Peptide; 35 AA. 
XX 

AC AAB80486; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #5. 
XX 

KW Tuberinf undibular peptide of 3 9 residues,- TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist ; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia,* acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour,- asthma; emphysema ; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 



PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 ( PTH2 ) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demy elina ting 

CC conditions such as multiple sclerosis and leukodystrophies. AAB8 0454 to 

CC AAB80558 represent TIP39 ( tuberinf undibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 35 AA; 

Query Match 89.7%; Score 35; DB 22; Length 35; 
Best Local Similarity 100.0%; Pred. No. 2.2e-24; 

Matches 35; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 5 ADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

lllllllllllllllllllillMIMII.il 

Db 1 ADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 35 



RESULT 14 
AAB80523 

ID AAB80523 standard; Peptide; 35 AA. 
XX 

AC AAB80523; 
XX 

DT 26-APR-2001 (first entry) 
XX 



DE PTH2 receptor binding activity TIP39 truncation peptide #41. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic ; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 35 AA; 



Query Match 89.7%; Score 35; DB 22; Length 35; 

Best Local Similarity 100.0%; Pred. No. 2.2e-24; 

Matches 35; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLV 35 

II MINI llllll MINIMI IIIMMI 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLV 35 



RESULT 15 
AAB80527 

ID AAB80527 standard; Peptide; 35 AA. 
XX 

AC AAB8 0527; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #74. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES . 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 



CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor.. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 35 AA; 

Query Match 89.7%; Score 35; DB 22; Length 35; 

Best Local Similarity 100.0%; Pred. No. 2.2e-24; 

Matches 35; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 5 ADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

IIIIMIIIIIIIIMIIIIIIIIIIIIIIIIMI 

Db 1 ADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 35 



RESULT 16 
AAB80485 

ID AAB80485 standard; Peptide; 34 AA. 
XX 

AC AAB80485; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #6. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine ; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus. 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 



PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES . 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2 ) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 ( tuberinf undibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 34 AA; 

Query Match 87.2%; Score 34; DB 22; Length 34; 

Best Local Similarity 100.0%; Pred. No. 1.7e-23; 

Matches 34; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 6 DDAAFRERARLLAALERRHWLNS YMHKLLVLDAP 39 

MINI II III IMIMMilllll! Ml 

Db 1 DDAAFRERARLLAALERRHWLNS YMHKLLVLDAP 34 



RESULT 17 
AAB80522 

ID AAB80522 standard; Peptide; 34 AA. 
XX 

AC AAB8 0522; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #42. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 



KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES, 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 34 AA; 

Query Match 87.2%; Score 34; DB 22; Length 34; 

Best Local Similarity 100.0%; Pred. No. 1.7e-23; 

Matches 34; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLL 34 

I I I : I ! I I I - : 



Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLL 34 



RESULT 18 
AAB80528 

ID AAB80528 standard; Peptide; 34 AA. 
XX 

AC AAB8 0528; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #75. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP3 9; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t r ophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 



CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 ( tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 34 AA; 

Query Match 87.2%; Score 34; DB 22; Length 34; 

Best Local Similarity 100.0%; Pred. No. 1.7e-23; 

Matches 34; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 6 DDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

IIIIIIIIIIMIIIIIMIIIIIIIIIIIIIII 
Db 1 DDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 34 



RESULT 19 
AAB80484 

ID AAB80484 standard; Peptide; 33 AA. 
XX 

AC AAB8 0484; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #7. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP3 9; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema ; 

KW restrictive lung disease,- demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 9 9US - 0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 



DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 33 AA; 

Query Match 84.6%; Score 33; DB 22; Length 33; 

Best Local Similarity 100.0%; Pred. No. 1.3e-22; 

Matches 33; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 7 DAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

IMIIIIIIIIIIIIIIIIMIMIIMIMII 

Db 1 DAAFRERARLLAALERRHWLNSYMHKLLVLDAP 33 



RESULT 20 
AAB80521 

ID AAB80521 standard; Peptide; 33 AA. 
XX 

AC AAB80521; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #43. 
XX 

KW Tuberinfundibular peptide of 3 9 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic,- nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic ; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 



KW 1 eukody s t rophy . 
XX 

OS Bos taurus. 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013933 5 . 
XX 

PA {USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 33 AA; 

Query Match 84.6%; Score 33; DB 22; Length 33; 

Best Local Similarity 100.0%; Pred. No. 1.3e-22; 

Matches 33; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKL 33 

IIIIIIMIIIIIMIIMIIIIIIIMIIIM 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKL 33 



RESULT 21 
AAB80529 

ID AAB8052 9 standard; Peptide; 33 AA. 



XX 

AC AAB80529; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #76. 
XX 

KW Tuber infundibular peptide of 3 9 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES . 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb). (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 



CC AAB80558 represent TIP39 ( tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 33 AA; 

Query Match 84.6%; Score 33; DB 22; Length 33; 

Best Local Similarity 100.0%; Pred. No. 1.3e-22; 

Matches 33; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 7 DAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

MIIIIIIIMIIMIMMMIIIIIIIIIII 

Db 1 DAAFRERARLLAALERRHWLNSYMHKLLVLDAP 33 



RESULT 22 
AAB80483 

ID AAB80483 standard; Peptide; 32 AA. 
XX 

AC AAB8 0483; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #8. 
XX 

KW Tuberinfundibular peptide of 3 9 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema,- 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 



PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 {tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 32 AA; 

Query Match 82.1%; Score 32; DB 22; Length 32; 

Best Local Similarity 100.0%; Pred. No. 9.9e-22; 

Matches 32; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 8 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

IIIIIIIIIIIIIIIIIIIIIIIIIIIMIII 

Db 1 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 32 



RESULT 23 
AAB80520 

ID AAB80520 standard; Peptide; 32 AA. 
XX 

AC AAB80520; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #44. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 



XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB , Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 32 AA; 

Query Match 82.1%; Score 32; DB 22; Length 32; 
Best Local Similarity 100.0%; Pred. No. 9.9e-22; 

Matches 32; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHK 32 

I I II I II II I I MM II I HIM I I M I I II 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHK 32 



RESULT 24 
AAB8 0530 

ID AAB80530 standard; Peptide; 32 AA. 
XX 

AC AAB80530; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #77. 



XX 

KW Tuber infundibular peptide of 3 9 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist ; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyel inating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES . 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 18; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 32 AA; 



Query Match 



82.1%; Score 32; DB 22; Length 32; 



Best Local Similarity 100.0%; Pred. No. 9.9e-22; 

Matches 32; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 8 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

MIIIIIIIIIIIIIIIIIIIIIIMIIIIM 

Db 1 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 32 



RESULT 25 
ABB82198 

ID ABB82198 standard; peptide; 32 AA. 
XX 

AC ABB82198; 
XX 

DT 23-DEC-2002 (first entry) 
XX 

DE TIP39 truncated peptide fragment (residues 8-39) . 
XX 

KW TIP39; parathyroid hormone -related peptide; PTHrP; TIP; osteopathic; PTH; 

KW parathyroid hormone; gene therapy; PTH1R; PTH2R; hyperparathyroidism; 

KW hypercalcemia; osteoporosis. 
XX 

OS Bos sp. 
XX 

PN WO200268585-A2 . 
XX 

PD 06-SEP-2002. 
XX 

PF 17-JAN-2002; 2 002WO-US01183 . 
XX 

PR 17-JAN-2001; 2 001US-2618 04P . 
XX 

PA (GEHO ) GEN HOSPITAL CORP. 

PA (JUEP/) JUEPPNER H. 

PA (GARD/) GARDELLA T J. 

PA (JONS/) JONSSON K P. 

PA (JOHN/) JOHN M R. 

PA (GENS/) GENSURE R C. 

XX 

PI Jueppner H, Gardella TJ, Jons son KP, John MR, Gensure RC; 
XX 

DR WPI; 2002-713370/77. 
XX 

PT New truncated TIP39 polypeptides and chimeric parathyroid 

PT hormone -related peptide/TIP polypeptides, useful as modulators of 

PT parathyroid hormone receptors for treating e.g. hyperparathyroidism, 

PT hypercalcemia or osteoporosis 

XX 

PS Claim 2; Page 78; 112pp ; English. 
XX 

CC The invention relates to truncated TIP39 polypeptide fragments and 

CC chimeric parathyroid hormone-related peptide (PTHrP) receptor/TIP 

CC polypeptides. The polypeptides are useful as an antagonist of PTH 

CC receptors to treat conditions requiring antagonism of parathyroid hormone 

CC (PTH) /PTH-related peptide (PTHrP) receptors. The TIP polypeptide is also 

CC useful for treating mammalian conditions characterized by abnormality 

CC related to activated PTH2R . It is also useful for treating a mammalian 



CC conditions characterized by requiring antagonism of PTH1R or PTH2R (e.g 

CC hyperparathyroidism or hypercalcemia) , or characterized by increases in 

CC calcium resulting from excess PTH or PTHrP . The PTH1R agonist is useful 

CC for treating mammalian conditions characterized by decreases in bone 

CC mass, e.g. osteoporosis. The present sequence represents a truncated 

CC TIP3 9 polypeptide fragment. 
XX 

SQ Sequence 32 AA; 

Query Match 82.1%; Score 32; DB 23; Length 32; 

Best Local Similarity 100.0%; Pred. No. 9.9e-22; 

Matches 32; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 8 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

MINI MINI Ml Mill MINI 

Db 1 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 32 



RESULT 2 6 
AAB80482 

ID AAB80482 standard; Peptide; 31 AA. 
XX 

AC AAB80482; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #9. 
XX 

KW Tuber infundibular peptide of 3 9 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 



PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39' (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 31 AA; 

Query Match 79.5%; Score 31; DB 22; Length 31; 

Best Local Similarity 100.0%; Pred. No. 7.6e-21; 

Matches 31; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 9 AFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 ! 1 1 1 1 1 1 1 1 ! 1 1 1 1 

Db 1 AFRERARLLAALERRHWLNSYMHKLLVLDAP 31 



RESULT 27 
AAB80519 

ID AAB80519 standard; Peptide; 31 AA. 
XX 

AC AAB80519; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #45. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine ; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 



OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 { tuberinf undibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 31 AA; 

Query Match 79.5%; Score 31; DB 22; Length 31; 

Best Local Similarity 100.0%; Pred. No. 7.6e-21; 

Matches 31; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMH 31 

IMIIIIIIIIIIIIIIIIIIIIIIIMIII 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMH 31 

RESULT 28 
AAB80531 

ID AAB80531 standard; Peptide; 31 AA. 
XX 

AC AAB8 0531; 



XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #78. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema;. 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus , 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 0 13 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 18; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 



XX 

SQ Sequence 31 AA; 



Query Match 79.5%; Score 31; DB 22; Length 31; 

Best Local Similarity 100.0%; Pred. No. 7.6e-21; 

Matches 31; Conservative 0; Mismatches 0; Indels 0; Gaps 
9 AFRERARLLAALERRHWLNS YMHKLLVLDAP 39 

IIIMIMIIIIIIIMIIIIIIIIIIIMI 

) 1 AFRERARLLAALERRHWLNS YMHKLLVLDAP 31 



RESULT 29 
ABB82196 

ID ABB82196 standard; peptide; 31 AA. 
XX 

AC ABB82196; 
XX 

DT 23-DEC-2002 (first entry) 
XX 

DE TIP39 truncated peptide fragment (residues 9-39) . 
XX 

KW TIP39; parathyroid hormone -related peptide; PTHrP; TIP; osteopathic; PTH; 

KW parathyroid hormone; gene therapy; PTH1R; PTH2R; hyperparathyroidism; 

KW hypercalcemia; osteoporosis. 
XX 

OS Bos sp. 
XX 

PN WO200268585-A2. 
XX 

PD 06-SEP-2002. 
XX 

PF 17-JAN-2002; 2 002WO-US01183 . 
XX 

PR 17-JAN-2001; 2001US-261804P . 
XX 

PA (GEHO ) GEN HOSPITAL CORP. 

PA (JUEP/) JUEPPNER H. 

PA (GARD/) GARDELLA T J. 

PA (JONS/) JONSSON K P. 

PA (JOHN/) JOHN M R. 

PA (GENS/) GENSURE R C. 

XX 

PI Jueppner H, Gardella TJ, Jonsson KP, John MR # Gensure RC; 
XX 

DR WPI; 2002-713370/77. 
XX 

PT New truncated TIP39 polypeptides and chimeric parathyroid 

PT hormone-related peptide/TIP polypeptides, useful as modulators of 

PT parathyroid hormone receptors for treating e.g. hyperparathyroidism, 

PT hypercalcemia or osteoporosis 

XX 

PS Claim 1; Page 78; 112pp; English. 
XX 

CC The invention relates to truncated TIP39 polypeptide fragments and 

CC chimeric parathyroid hormone -related peptide (PTHrP) receptor/TIP 

CC polypeptides. The polypeptides are useful as an antagonist of PTH 



CC receptors to treat conditions requiring antagonism of parathyroid hormone 

CC (PTH) /PTH-related peptide (PTHrP) receptors. The TIP polypeptide is also 

CC useful for treating mammalian conditions characterized by abnormality 

CC related to activated PTH2R. It is also useful for treating a mammalian 

CC conditions characterized by requiring antagonism of PTH1R or PTH2R (e.g. 

CC hyperparathyroidism or hypercalcemia) , or characterized by increases in 

CC calcium resulting from excess PTH or PTHrP. The PTH1R agonist is useful 

CC for treating mammalian conditions characterized by decreases in bone 

CC mass, e.g. osteoporosis. The present sequence represents a truncated 

CC TIP3 9 polypeptide fragment. 
XX 

SQ Sequence 31 AA; 

Query Match 79.5%; Score 31; DB 23; Length 31; 

Best Local Similarity 100.0%; Pred. No. 7.6e-21; 

Matches 31; Conservative 0; Mismatches 0; Indels 0; Gaps 0 

Qy 9 AFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

II I III III I II II Ml I II Ml II IIIJII 
Db 1 AFRERARLLAALERRHWLNSYMHKLLVLDAP 31 



RESULT 30 
AAB80481 

ID AAB80481 standard; Peptide; 30 AA. 
XX 

AC AAB804 81; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #10. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP3 9; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 



PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 30 M; 

Query Match 76.9%; Score 30; DB 22; Length 30; 

Best Local Similarity 100.0%; Pred. No. 5.8e-20; 

Matches 30; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 10 FRERARLLAALERRHWLNSYMHKLLVLDAP 39 

Mllllllllllllllllllllllllllll 

Db 1 FRERARLLAALERRHWLNSYMHKLLVLDAP 30 



RESULT 31 
AAB80518 

ID AAB80518 standard; Peptide; 30 AA. 
XX 

AC AAB8 0518; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #46. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 



KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic, disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp ; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 ( tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 30 AA; 

Query Match 76.9%; Score 30; DB 22; Length 30; 

Best Local Similarity 100.0%; Pred. No. 5.8e-20; 

Matches 30; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYM 3 0 

MIMI'lllllllll MINI Mill 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYM 30 



RESULT 32 



AAB80532 

ID AAB80532 standard; Peptide; 30 AA. 
XX 

AC AAB80532; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #79. 
XX 

KW Tuber infundibular peptide of 3 9 residues; TIP3 9; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ,- 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder ,- 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 18; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 



CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 
XX 

SQ Sequence 3 0 AA; 

Query Match 76.9%; Score 30; DB 22; Length 30; 

Best Local Similarity 100.0%; Pred. No. 5.8e-20; 

Matches 30; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 10 FRERARLLAALERRHWLNSYMHKLLVLDAP 39 

IIIIIIIIIIIIIIIIIIMIMIIIIIII 

Db 1 FRERARLLAALERRHWLNSYMHKLLVLDAP 30 



RESULT 33 


ABB82199 


1 u 




YY 
AA 




A H 
AL 


ADDO T1 QQ . 


Y Y 
AA 




L) 1 




YY 
AA 




Db 


lirjy truncated peptide rragnient ^xebiuueb iu-j^i . 


AA 






fpT dt Q . nar-a fhi/rn H r\ hnrmnn o - rol prl t-\ptj1~ i Hp • PTT-TvP ■ TT p • nqf t~h 1 C • PTH * 
1 1 r j y , pa J. a Lliyx UlU IIUX. lilUIlc I eld UcU pepuXLit;, -Erini-ir, nr, uoLCuyaLiiiL, r j-xi, 




-npir-Fttyw/rn-] r\ hnrmnnp * crpnp fheranv* PTH1R- PTH2R- hvnerDarathvroidism ; 




Vi t \ d ■v-/-' alp om i a • not" prM^ri ~Y~r~} q i q 
IiypCL Lcl J. t_ dll-Lcl , UDLCUJJUIUDiD . 


XX 




nc 
\jj 


R^cs an 

D(Jo bp - 


XX 




PN 


WO200268585-A2 . 


XX 




PD 


06-SEP-2002 . 


XX 




PF 


17-JAN-2002; 2 002WO-US01183 . 


XX 




PR 


17-JAN-2001; 2001US-261804P . 


XX 




PA 


(GEHO ) GEN HOSPITAL CORP. 


PA 


(JUEP/) JUEPPNER H. 


PA 


(GARD/) GARDELLA T J. 


PA 


(JONS/) JONSSON K P. 


PA 


(JOHN/) JOHN M R. 


PA 


(GENS/) GENSURE R C. 


XX 




PI 


Jueppner H, Gardella TJ, Jons son KP, John MR, Gensure RC; 


XX 




DR 


WPI; 2002-713370/77. 


XX 




PT 


New truncated TIP39 polypeptides and chimeric parathyroid 


PT 


hormone -related peptide/TIP polypeptides, useful as modulators of 


PT 


parathyroid hormone receptors for treating e.g. hyperparathyroidism, 


PT 


hypercalcemia or osteoporosis 


XX 




PS 


Claim 2; Page 78; 112pp; English. 



XX 

CC The invention relates to truncated TIP39 polypeptide fragments and 

CC chimeric parathyroid hormone-related peptide (PTHrP) receptor/TIP 

CC polypeptides. The polypeptides are useful as an antagonist of PTH 

CC receptors to treat conditions requiring antagonism of parathyroid hormone 

CC (PTH) /PTH-related peptide (PTHrP) receptors. The TIP polypeptide is also 

CC useful for treating mammalian conditions characterized by abnormality 

CC related to activated PTH2R . It is also useful for treating a mammalian 

CC conditions characterized by requiring antagonism of PTH1R or PTH2R (e.g. 

CC hyperparathyroidism or hypercalcemia) , or characterized by increases in 

CC calcium resulting from excess PTH or PTHrP. The PTH1R agonist is useful 

CC for treating mammalian conditions characterized by decreases in bone 

CC mass, e.g. osteoporosis. The present sequence represents a truncated 

CC TIP39 polypeptide fragment. 
XX 

SQ Sequence 3 0 AA; 

Query Match 76.9%; Score 30; DB 23; Length 30; 

Best Local Similarity' 100.0%; Pred. No. 5.8e-20; 

Matches 30; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 10 FRERARLLAALERRHWLNSYMHKLLVLDAP 39 

llllllllllllllllllllllllllllll 

Db 1 FRERARLLAALERRHWLNSYMHKLLVLDAP 30 



RESULT 34 
AAB80480 

ID AAB80480 standard; Peptide; 29 AA. 
XX 

AC AAB80480; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #11. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine ; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW leukodystrophy. 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 



PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES . 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 2 9 AA; 

Query Match 74.4%; Score 29; DB 22; Length 29; 

Best Local Similarity 100.0%; Pred. No. 4.4e-19; 

Matches 29; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 11 RERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

I M I M I I I I I I I I M I I I I I I I I M 
Db 1 RERARLLAALERRHWLNSYMHKLLVLDAP 2 9 



RESULT 35 
AAB80517 

ID AAB80517 standard; Peptide; 29 AA. 
XX 

AC AAB80517; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #47. 
XX 

KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 



KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis ; 

KW 1 eukody s t rophy .. 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 ( PTH2 ) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuber infundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 29 AA; 

Query Match 74.4%; Score 29; DB 22; Length 29; 

Best Local Similarity 100.0%; Pred. No. 4.4e-19; 

Matches 29; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



Db 1 SLALADDAAFRERARLLAALERRHWLNSY 2 9 



RESULT 36 
AAB80533 

ID AAB80533 standard; Peptide; 29 AA. 
XX 

AC AAB80533; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #80. 
XX 

KW Tuberinfundibular peptide of 3 9 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis; 

KW 1 eukody s t r ophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB # Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 18; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 ( PTH2 ) receptor ligand (la) or PTH1 

CC receptor ligand (lb). (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 



CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 ( tuberinf undibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 2 9 AA; 

Query Match 74.4%; Score 29; DB 22; Length 29; 

Best Local Similarity 100.0%; Pred. No. 4.4e-19; 

Matches 29; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 11 RERARLLAALERRHWLNSYMHKLLVLDAP 39 

IIIIMIIIIIIIIIIIIIIIIIIIIIII 

Db 1 RERARLLAALERRHWLNSYMHKLLVLDAP 2 9 



RESULT 37 


ABB82200 


TD 


^tanriard • nentide* 29 AA 

t\LJl-i O 1/ U o UClllLlcili \Ji , pep L> f £t j nn . 


XX 






nDD O £t \J \J , 


VY 
AA 




DT 


23-DEC-2002 (first entry) 


XX 




DE 


TIP39 truncated peptide fragment (residues 11-39) . 


XX 




KW 


TIP39; parathyroid hormone -related peptide; PTHrP; TIP; osteopathic; PTH; 


KW 


parathyroid hormone; gene therapy; PTH1R; PTH2R; hyperparathyroidism; 


KW 


hypercalcemia ; osteoporosis. 


XX 




OS 


Bos sp. 


XX 




PN 


WO200268585-A2. 


XX 




PD 


06-SEP-2002. 


XX 




PF 


17-JAN-2002; 2002WO-US01183 . 


XX 




PR 


17-JAN-2001; 2001US-261804P . 


XX 




PA 


(GEHO ) GEN HOSPITAL CORP. 


PA 


(JUEP/) JUEPPNER H. 


PA 


(GARD/) GARDELLA T J. 


PA 


(JONS/) JONSSON K P. 


PA 


(JOHN/) JOHN M R. 


PA 


(GENS/) GENSURE R C. 


XX 




PI 


Jueppner H, Gardella TJ, Jonsson KP, John MR, Gensure RC; 


XX 




DR 


WPI; 2002-713370/77. 


XX 




PT 


New truncated TIP39 polypeptides and chimeric parathyroid 


PT 


hormone-related peptide/TIP polypeptides, useful as modulators of 



PT parathyroid hormone receptors for treating e.g. hyperparathyroidism, 

PT hypercalcemia or osteoporosis 

XX 

PS Claim 2; Page 78; 112pp; English. 
XX 

CC The invention relates to truncated TIP39 polypeptide fragments and 

CC chimeric parathyroid hormone-related peptide (PTHrP) receptor/TIP 

CC polypeptides. The polypeptides are useful as an antagonist of PTH 

CC receptors to treat conditions requiring antagonism of parathyroid hormone 

CC (PTH) /PTH-related peptide (PTHrP) receptors. The TIP polypeptide is also 

CC useful for treating mammalian conditions characterized by abnormality 

CC related to activated PTH2R. It is also useful for treating a mammalian 

CC conditions characterized by requiring antagonism of PTH1R or PTH2R (e.g. 

CC hyperparathyroidism or hypercalcemia) , or characterized by increases in 

CC calcium resulting from excess PTH or PTHrP. The PTH1R agonist is useful 

CC for treating mammalian conditions characterized by decreases in bone 

CC mass, e.g. osteoporosis. The present sequence represents a truncated 

CC TIP3 9 polypeptide fragment. 
XX 

SQ Sequence 29 AA; 

Query Match 74.4%; Score 29; DB 23; Length 29; 

Best Local Similarity 100.0%; Pred. No. 4.4e-19; 

Matches 29; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 11 RERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

IIIMIIIIIIIII llllll Mill 

Db 1 RERARLLAALERRHWLNSYMHKLLVLDAP 2 9 



RESULT 38 
AAB80479 

ID AAB80479 standard; Peptide; 28 AA. 
XX 

AC AAB80479; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #12. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease,- demyelinating condition; multiple sclerosis; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 



PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 16; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinf undibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 28 AA; 



Query Match 71.8%; Score 28; DB 22; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.4e-18; 

Matches 28; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 12 ERARLLAALERRHWLNSYMHKLLVLDAP 39 

: I I" '1,1 h I 

Db 1 ERARLLAALERRHWLNSYMHKLLVLDAP 28 



RESULT 39 
AAB80516 

ID AAB80516 standard; Peptide; 28 AA. 
XX 

AC AAB80516; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #48. 
XX 



KW Tuberinfundibular peptide of 39 residues; TIP39; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist ; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis ; 

KW 1 eukody s t r ophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2. 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US- 013 9335 . 
XX 

PA (USSH ) US DEPT HEALTH Sc. HUMAN SERVICES . 
XX 

PI Usdin TB, Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 5; Page 17; 106pp; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 { PTH2 ) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 

CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH2 receptor binding activity. 

XX 

SQ Sequence 28 AA; 



Query Match 71.8%; Score 28; DB 22; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.4e-18; 



Matches 



28; Conservative 



0; Mismatches 



0; 



Indels 



0; 



Gaps 



0; 



Qy 



1 SLALADDAAFRERARLLAALERRHWLNS 28 



Db 




RESULT 4 0 
AAB80534 

ID AAB80534 standard; Peptide; 28 AA. 
XX 

AC AAB80534; 
XX 

DT 26-APR-2001 (first entry) 
XX 

DE PTH2 receptor binding activity TIP39 truncation peptide #81. 
XX 

KW Tuber infundibular peptide of 39 residues; TIP3 9; PTH2 receptor ligand; 

KW parathyroid hormone; parathyroid hormone receptor; anorectic; nootropic ; 

KW PTH2 receptor binding activity; antidepression; neuroleptic; analgesic; 

KW antimigraine; antidiabetic; osteopathic; hypertensive; cardiant; 

KW cytostatic; antiasthmatic; neuroprotective; PTH receptor antagonist; 

KW obesity; eating disorder; metabolic disorder; mental disorder; 

KW depression; schizophrenia; dementia; acute pain; chronic pain; migraine; 

KW headache; diabetes; osteoporosis; hypercalcaemia ; calcium metabolism; 

KW hypertension; congestive heart failure; tumour; asthma; emphysema; 

KW restrictive lung disease; demyelinating condition; multiple sclerosis ; 

KW 1 eukody s t rophy . 

XX 

OS Bos taurus . 

OS Synthetic. 
XX 

PN WO200077042-A2 . 
XX 

PD 21-DEC-2000. 
XX 

PF 15-JUN-2000; 2 000WO-US16776 . 
XX 

PR 15-JUN-1999; 99US-0139335 . 
XX 

PA (USSH ) US DEPT HEALTH & HUMAN SERVICES. 
XX 

PI Usdin TB , Hoare SRJ; 
XX 

DR WPI; 2001-122833/13. 
XX 

PT New parathyroid hormone type 2 or 1 receptor ligand, useful for 

PT treating e.g. migraine or headaches, hypertension, obesity and other 

PT eating or metabolic disorders, mental disorders and osteoporosis - 
XX 

PS Claim 6; Page 18; 106pp ; English. 
XX 

CC The present invention describes an isolated or purified peptide (I) that 

CC is a parathyroid hormone type 2 (PTH2) receptor ligand (la) or PTH1 

CC receptor ligand (lb) . (I) has anorectic, neuroleptic, antidepression, 

CC nootropic, analgesic, antimigraine, antidiabetic, osteopathic, 

CC hypertensive, cardiant, cytostatic, antiasthmatic and neuroprotective 



CC activities, and is an PTH receptor antagonist. The peptide is useful in 

CC the treatment of a disorder mediated by binding a PTH2 or PTH1 receptor. 

CC The PTH2 receptor binding activity may be used in treating obesity or 

CC other eating or metabolic disorders, mental disorders (e.g. depression, 

CC schizophrenia and dementia) , acute or chronic pain, migraine or 

CC headaches, diabetes and other metabolic disorders, osteoporosis, 

CC hypercalcaemia and other disorders affecting calcium metabolism, 

CC hypertension, congestive heart failure and control of tumour growth, 

CC asthma, emphysema or other restrictive lung diseases, and demyelinating 

CC conditions such as multiple sclerosis and leukodystrophies. AAB80454 to 

CC AAB80558 represent TIP39 (tuberinfundibular peptide of 39 residues) 

CC truncated peptides which have PTH 2 receptor binding activity. 
XX 

SQ Sequence 2 8 AA; 

Query Match 71.8%; Score 28; DB 22; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.4e-18; 

Matches 28; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 12 ERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

IMMIIIIIIIIIIIIIIIMIIIIII 

Db 1 ERARLLAALERRHWLNSYMHKLLVLDAP 28 



Search completed: January 14, 2004, 10:34:43 
Job time : 49.2991 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence: 



January 14, 2004, 10:28:59 ; Search time 13.243 Seconds 

(without alignments) 
124.604 Million cell updates/sec 

US-09-843-221A-170 
39 

1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 



Scoring table: OLIGO 

Gapop 60.0 , Gapext 60.0 

Searched: 328717 seqs, 42310858 residues 

Word size : 0 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 28 
Maximum DB seq length: 4 0 

Post -processing: Listing first 1000 summaries 



25778 



Database 



Issued_Patents_AA: * 

/cgn2_6/ptodata/l/iaa/5A_C0MB.pep: * 
/cgn2_6/ptodata/ 1 / iaa/ 5B_COMB . pep : * 
/cgn2_6 /ptodata/ 1 / iaa/ 6A_C0MB . pep : * 
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/cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 
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US-09-041-886-53 
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15 
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15 
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3 


US-08-894-699-36 


Sequence 36, Appl 
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Sequence 37, Appl 


5 


6 


15 


.4 


40 
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8 


6 


15 


4 


40 


3 


US-09-444-410-36 
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Sequence 39, Appl 
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15 
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Sequence 40, Appl 
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15 . 
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US-09-444-410-68 


Sequence 


68, Appl 
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Sequence 
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Sequence 
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Sequence 
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13, Appl 
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67, Appl 
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22, Appl 
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. 7 
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08 


-818 
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Sequence 


37, Appl 
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1/ Appli 
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221, App 
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22 9, App 
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9, Appli 


953 


3 


7 . 


. 7 


28 


3 


us- 
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-236 
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30, Appl 
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-905 


-223-357 
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25, Appl 
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08 
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84, Appl 
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Sequence 


86, Appl 
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87, Appl 
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13 1 , App 
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Sequence 


133, App 


961 
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Sequence 


161, App 
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Sequence 


211, App 
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-303 


-323-37 


Sequence 


37, Appl 
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09 


-303 


-323-74 


Sequence 


74 , AddI 
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09 
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-249-73 


Sequence 


73, Appl 
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-248 
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Sequence 
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09 


-041 
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Secruence 


56 AddI 
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09 
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2 ADDli 
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08 


-995 
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Sequence 


1 Ann 1 i 
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09 


-171 


-654-1 


Sequence 


1, Appli 
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3 
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09 


-496 
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Sequence 


25, Appl 
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-612-5 


Sequence 


5, Appli 
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Sequence 


8, Appli 
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Sequence 


12, Appl 
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Sequence 


14, Appl 
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09 
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Sequence 


50, Appl 
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Sequence 


54, Appl 
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Sequence 


63, Appl 
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674 , 
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3 
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-082 
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-082 
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908, 
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909, 


App 
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-279B-910 
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09 


-082 
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App 
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914, 
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09 
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Sequence 


25, 
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ALIGNMENTS 



RESULT 1 

US-09-041-886-53 

; Sequence 53, Application US/09041886 

; Patent No. 6235872 

; GENERAL INFORMATION: 

APPLICANT: Bredesen, Dale E . 

APPLICANT: Rabizadeh, Sharroz 

TITLE OF INVENTION: Proapoptotic Peptides, Dependence 
TITLE OF INVENTION: Polypeptides and Methods of Use 
NUMBER OF SEQUENCES: 72 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Campbell & Flores LLP 

STREET: 4370 La Jolla Village Drive, Suite 700 

CITY: San Diego 

STATE: California 

COUNTRY: United States 

ZIP: 92122 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC - DOS /MS - DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/04 1 , 886 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY/AGENT INFORMATION: 

NAME: Campbell, Cathryn A. 

REGISTRATION NUMBER: 31,815 

REFERENCE/DOCKET NUMBER: P-LJ 2626 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (619) 535-9001 



TELEFAX: (619) 535-8949 
; INFORMATION FOR SEQ ID NO: 53: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 28 amino acids 
; TYPE: amino acid 

TOPOLOGY : 1 inear 
MOLECULE TYPE: peptide 
US-09-041-886-53 

Query Match 15.4%; Score 6; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 42; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAALE 21 

MINI 

Db 21 LLAALE 26 



RESULT 2 
US-08-817-441-7 

Sequence 7, Application US/08817441 
Patent No. 6399294 
GENERAL INFORMATION: 

APPLICANT: CHARNEAU, PIERRE 
APPLICANT: CLAVEL, FRANCOISE 
APPLICANT: BORMAN, ANDREW 
APPLICANT: QUILLENT, CAROLINE 
APPLICANT: GUETARD, DENISE 
APPLICANT: MONTAGNIER, LUC 

APPLICANT: DONJON DE SAINT-MARTIN, JACQELINE 
APPLICANT: COHEN, JAQUES 

TITLE OF INVENTION: NUCLEOTIDE SEQUENCES OF HIV-1 TYPE (OR 
TITLE OF INVENTION: SUBTYPE) ANTIGENS 
NUMBER OF SEQUENCES: 103 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Finnegan # Henderson, Farabow, Garrett & 
ADDRESSEE : Dunner , L . L . P . 
STREET: 1300 I Street, N.W. 
CITY: Washington 
STATE : DC 
COUNTRY : USA 
ZIP: 20005-3315 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 
SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/817 , 441 
FILING DATE: ll-JUL-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/FR 95/01391 
FILING DATE: 20-OCT-1995 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 9412554 
FILING DATE: 20-OCT-1994 
PRIOR APPLICATION DATA: 



APPLICATION NUMBER: FR 9502526 

FILING DATE: 03 -MAR- 1995 
ATTORNEY/AGENT INFORMATION: 
; NAME: Meyers, Kenneth J. 

REGISTRATION NUMBER: 25,146 

REFERENCE/DOCKET NUMBER: 03260.6005-00000 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 202-408-4000 

TELEFAX: 202-408-4400 
; INFORMATION FOR SEQ ID NO: 7: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 37 amino acids 

TYPE: amino acid 

STRANDEDNESS : s ingl e 

TOPOLOGY : 1 inear 
MOLECULE TYPE: peptide 
US-08-817-441-7 

Query Match 15.4%; Score 6; DB 4; Length 37/ 

Best Local Similarity 100.0%; Pred. No. 54; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 13 RARLLA 18 

II II I I 

Db 1 RARLLA 6 



RESULT 3 

US-08-894-699-36 

Sequence 36, Application US/08894699 
Patent No. 6030769 
GENERAL INFORMATION: 

APPLICANT: SIMON, FRANCOIS 
APPLICANT: SARAGOSTI, SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAIX-BAUDIER, MARIE -LAURE 

TITLE OF INVENTION: GROUP O HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 
ADDRESSEE: P.C. 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 
COUNTRY : USA 
ZIP: 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 
SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 08/8 94 , 699 
FILING DATE: 01-DEC-1997 



CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/FR96/ 00294 

FILING DATE: 26-FEB-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 

FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 

NAME: OBLON, NORMAN F. 

REGISTRATION NUMBER: 24,614 

REFERENCE/DOCKET NUMBER: 0354-0020-OPCT 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 703-413-3000 

TELEFAX: 703-413-2220 
; INFORMATION FOR SEQ ID NO: 36: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 4 0 amino acids 

TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY : 1 inear 
MOLECULE TYPE: peptide 
US-08-894-699-36 



Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 



Qy 13 RARLLA 18 

MINI 

Db 4 RARLLA 9 



RESULT 4 

US-08-894-699-37 

Sequence 37, Application US/08894699 
Patent No. 6030769 
GENERAL INFORMATION: 

APPLICANT: SIMON, FRANCOIS 
APPLICANT: SARAGOSTI , SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAIX-BAUDIER, MAR IE- LAURE 

TITLE OF INVENTION: GROUP O HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 
ADDRESSEE : P . C . 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 
COUNTRY : USA 
ZIP : 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 



OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/894,699 
; FILING DATE: 01-DEC-1997 

CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/FR96/002 94 

FILING DATE: 26-FEB-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 

FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 

NAME: OBLON, NORMAN F. 

REGISTRATION NUMBER: 24,614 

REFERENCE/DOCKET NUMBER: 0354 - 002 0 -0PCT 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 703-413-3000 

TELEFAX: 703-413-2220 
; INFORMATION FOR SEQ ID NO: 37: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 4 0 amino acids 

TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-08-894-699-37 

Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 13 RARLLA 18 

IMIII 

Db 4 RARLLA 9 



RESULT 5 

US-08-894-699-39 

Sequence 39, Application US/08894699 
Patent No. 6030769 
GENERAL INFORMATION: 

APPLICANT: SIMON, FRANCOIS 
APPLI CANT : SARAGOSTI , SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAIX-BAUDIER, MAR IE- LAURE 

TITLE OF INVENTION: GROUP O HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT , 
ADDRESSEE: P.C. 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 



COUNTRY : USA 

ZIP : 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08 /8 94 , 699 

FILING DATE: 01-DEC-1997 

CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/FR96/00294 

FILING DATE: 26-FEB-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 

FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 

NAME: OBLON, NORMAN F. 

REGISTRATION NUMBER: 24,614 

REFERENCE/DOCKET NUMBER: 0354-0020-OPCT 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 703-413-3000 

TELEFAX: 703-413-2220 
INFORMATION FOR SEQ ID NO: 39: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 4 0 amino acids 

TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-08-894-699-39 



Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 



Qy 13 RARLLA If 

MINI 

Db 4 RARLLA 9 



RESULT 6 

US-08-894-699-40 

Sequence 40, Application US/08894699 
Patent No. 6030769 
GENERAL INFORMATION: 

APPLICANT: SIMON, FRANCOIS 
APPLICANT: SARAGOSTI , SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAI X - BAUD I ER , MAR IE- LAURE 

TITLE OF INVENTION: GROUP O HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 



ADDRESSEE : P . C . 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 

STREET : FLOOR 

CITY: ARLINGTON 

STATE : VA 

COUNTRY : USA 

ZIP : 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/8 94,699 

FILING DATE: 01-DEC-1997 

CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/FR96/00294 

FILING DATE: 26-FEB-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 

FILING DATE: 27-FEB-1995 
ATTORNEY / AGENT INFORMATION: 

NAME: OBLON, NORMAN F. 

REGISTRATION NUMBER: 24,614 

REFERENCE/DOCKET NUMBER: 0354 -0020-0PCT 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 703-413-3000 

TELEFAX: 703-413-2220 
; INFORMATION FOR SEQ ID NO: 40: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 4 0 amino acids 

TYPE: amino acid 

STRANDEDNESS : s ingl e 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-08-894-699-40 



Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 



Qy 13 RARLLA 18 

MINI 

Db 4 RARLLA 9 



RESULT 7 

US-08-894-699-68 

Sequence 68, Application US/08894699 
Patent No. 6030769 
GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



SIMON, FRANCOIS 

SARAGOSTI, SENTOB 

LOUS SERT - A JAKA , I B I T I S SAM 

LY, THOAI -DUONG 

CHAI X - BAUD I ER , MARIE -LAURE 



TITLE OF INVENTION: GROUP 0 HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 

ADDRESSEE: P.C. 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 

STREET : FLOOR 

CITY: ARLINGTON 

STATE : VA 

COUNTRY : USA 

ZIP: 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC -DOS /MS -DOS 

SOFTWARE: Patentln Release #1.0 , Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/894 , 699 

FILING DATE: 01-DEC-1997 

CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: PCT/FR96/00294 

FILING DATE: 26-FEB-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 

FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 

NAME: OBLON, NORMAN F. 

REGISTRATION NUMBER: 24,614 

REFERENCE/DOCKET NUMBER: 0354 -0020 -0PCT 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 703-413-3000 

TELEFAX: 703-413-2220 
; INFORMATION FOR SEQ ID NO: 68: 

SEQUENCE CHARACTERISTICS: 
; LENGTH: 4 0 amino acids 

TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-08-894-699-68 



Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 13 RARLLA 18 

MINI 

Db 4 RARLLA 9 



RESULT 8 

US-09-444-410-36 

; Sequence 36, Application US/09444410 
; Patent No. 6270975 
; GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



SIMON, FRANCOIS 
SARAGOST I, SENTOB 
LOUSSERT-AJAKA , I BI TI SSAM 
LY, THOAI -DUONG 
CHAIX-BAUDIER, MARIE -LAURE 
TITLE OF INVENTION: GROUP O HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 
ADDRESSEE: P.C. 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 
COUNTRY : USA 
ZIP: 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS-DOS 
SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 09/444 , 410 
FILING DATE: 
CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/894,699 
FILING DATE: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 
FILING DATE: 27-FEB-1995 
ATTORNEY / AGENT INFORMATION: 
NAME: OBLON, NORMAN F. 
REGISTRATION NUMBER: 24,614 
REFERENCE/DOCKET NUMBER: 0354 -0020-OPCT 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: 703-413-3 000 
TELEFAX: 703-413-222 0 
INFORMATION FOR SEQ ID NO: 36: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 4 0 amino acids 
TYPE: amino acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-444-410-36 

Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 

Qy 13 RARLLA 18 

MINI 

Db 4 RARLLA 9 



RESULT 9 

US-09-444-410-37 

Sequence 37, Application US/09444410 
Patent No. 6270975 
GENERAL INFORMATION: 

APPLICANT: SIMON, FRANCOIS 
APPLICANT: SARAGOSTI , SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAIX-BAUDIER, MAR IE- LAURE 

TITLE OF INVENTION: GROUP 0 HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 
ADDRESSEE: P.C. 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 
COUNTRY : USA 
ZIP: 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS /MS-DOS 
SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/444 , 410 
FILING DATE: 
CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/894,699 
FILING DATE: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 
FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 
NAME: OBLON, NORMAN F. 
REGISTRATION NUMBER: 24,614 
REFERENCE/DOCKET NUMBER: 03 54 - 002 0 - 0PCT 
TELECOMMUNI CATI ON INFORMATI ON : 
TELEPHONE: 703-413-3 000 
TELEFAX: 703-413-222 0 
INFORMATION FOR SEQ ID NO: 37: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 4 0 amino acids 
TYPE: amino acid 
STRANDEDNESS : single 
TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-444-410-37 



Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 13 RARLLA 18 

MINI 

Db 4 RARLLA 9 



RESULT 10 
US-09-444-410-39 

Sequence 39, Application US/09444410 
Patent No. 6270975 
GENERAL INFORMATION: 

APPLICANT : SIMON, FRANCOIS 
APPLICANT: SARAGOSTI , SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAI X - BAUD I ER , MARIE -LAURE 

TITLE OF INVENTION: GROUP 0 HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND , MAIER & NEUSTADT, 
ADDRESSEE: P.C. 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 
COUNTRY : USA 
ZIP: 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS-DOS 
SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/444 , 4 10 
FILING DATE: 
CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/894,699 
FILING DATE: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 
FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 
NAME: OBLON, NORMAN F. 
REGISTRATION NUMBER: 24,614 
REFERENCE/DOCKET NUMBER: 0354-0020-OPCT 
TELECOMMUNICATION INFORMATION: 
TELEPHONE : 703-413-3000 
TELEFAX: 703-413-222 0 
INFORMATION FOR SEQ ID NO: 39: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 4 0 amino acids 
TYPE: amino acid 
STRANDEDNESS : S ingl e 
TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-444-410-39 



Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 13 RARLLA 18 

III 

Db 4 RARLLA 9 



RESULT 11 
US-09-444-410-40 

Sequence 40, Application US/09444410 
Patent No. 6270975 
GENERAL INFORMATION: 

APPLICANT: SIMON, FRANCOIS 
APPLICANT : SARAGOSTI , SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAI X - BAUD I ER , MAR IE- LAURE 

TITLE OF INVENTION: GROUP 0 HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 
ADDRESSEE : P . C . 

STREET: 1755 SOUTH JEFFERSON5Xe S HIGHWAY, FOURTH ho 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 
COUNTRY : USA 
ZIP : 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS -DOS 
SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/444 , 410 
FILING DATE: 
CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/894,699 
FILING DATE: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 
FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 
NAME: OBLON, NORMAN F. 
REGISTRATION NUMBER: 24,614 
REFERENCE/DOCKET NUMBER: 0354-0020-OPCT 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: 703-413-3000 
TELEFAX: 703-413-2220 
INFORMATION FOR SEQ ID NO: 40: 
SEQUENCE CHARACTER I STI CS : 
LENGTH: 4 0 amino acids 



TYPE: amino acid 
STRANDEDNESS : S ingl e 
TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-444-410-40 

Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 13 RARLLA 18 

I II 

Db 4 RARLLA 9 



RESULT 12 
US-09-444-410-68 

Sequence 68, Application US/09444410 
Patent No. 6270975 
GENERAL INFORMATION: 

APPLICANT: SIMON, FRANCOIS 
APPLI CANT : SARAGOSTI , SENTOB 
APPLICANT: LOUSSERT-AJAKA, IBITISSAM 
APPLICANT: LY, THOAI -DUONG 
APPLICANT: CHAIX-BAUDIER , MARIE -LAURE 

TITLE OF INVENTION: GROUP O HIV-1, FRAGMENTS OF SUCH 
TITLE OF INVENTION: VIRUSES, AND USES THEREOF 
NUMBER OF SEQUENCES: 81 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: OBLON, SPIVAK, MCCLELLAND, MAIER & NEUSTADT, 
ADDRESSEE: P.C. 

STREET: 1755 SOUTH JEFFERSON DAVIS HIGHWAY, FOURTH 
STREET : FLOOR 
CITY: ARLINGTON 
STATE : VA 
COUNTRY: USA 
ZIP: 22202 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS-DOS 
SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/444 , 410 
FILING DATE: 
CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/8 94,699 
FILING DATE: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: FR 95/02236 
FILING DATE: 27-FEB-1995 
ATTORNEY/AGENT INFORMATION: 
NAME: OBLON, NORMAN F. 
REGISTRATION NUMBER: 24,614 
REFERENCE/DOCKET NUMBER: 0354 -0020-OPCT 
TELECOMMUNICATION INFORMATION: 



TELEPHONE: 703-413-3000 

TELEFAX : 703-413-2220 
; INFORMATION FOR SEQ ID NO: 68: 

SEQUENCE CHARACTERISTICS: 
; LENGTH: 4 0 amino acids 

TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY : 1 inear 
MOLECULE TYPE: peptide 
US-09-444-410-68 

Query Match 15.4%; Score 6; DB 3; Length 40; 

Best Local Similarity 100.0%; Pred. No. 57; 

Matches 6; Conservative 0; Mismatches 0; Indels 

Qy 13 RARLLA 18 

I I I ■ I I 

Db 4 RARLLA 9 



RESULT 13 
US-09-041-886-37 

; Sequence 37, Application US/09041886 
; Patent No. 6235872 
; GENERAL INFORMATION: 

APPLICANT: Bredesen, Dale E. 

APPLICANT: Rabizadeh, Sharroz 

TITLE OF INVENTION: Proapoptotic Peptides, Dependence 
TITLE OF INVENTION: Polypeptides and Methods of Use 
NUMBER OF SEQUENCES: 72 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Campbell & Flores LLP 

STREET: 4370 La Jolla Village Drive, Suite 700 

CITY: San Diego 

STATE: California 

COUNTRY: United States 

ZIP: 92122 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patent In Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/041,886 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY/AGENT INFORMATION: 

NAME: Campbell, Cathryn A. 

REGISTRATION NUMBER: 31,815 

REFERENCE /DOCKET NUMBER: P-LJ 2626 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (619) 535-9001 

TELEFAX: (619) 535-8949 
; INFORMATION FOR SEQ ID NO: 37: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 2 8 amino acids 

TYPE: amino acid 



TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-041-886-37 



Query Match 12.8%; Score 5; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.3e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLAAL 2 0 

Illll 

Db 21 LLAAL 25 



RESULT 14 
US-09-041-886-38 

; Sequence 38, Application US/09041886 

; Patent No. 6235872 

; GENERAL INFORMATION: 

APPLICANT: Bredesen, Dale E. 

APPLICANT: Rabizadeh, Sharroz 

TITLE OF INVENTION: Proapoptotic Peptides, Dependence 
TITLE OF INVENTION: Polypeptides and Methods of Use 
NUMBER OF SEQUENCES: 72 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Campbell & Flores LLP 

STREET: 4370 La Jolla Village Drive, Suite 700 

CITY: San Diego 

STATE: California 

COUNTRY: United States 

ZIP : 92122 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patent In Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/041,886 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY/AGENT INFORMATION: 

NAME: Campbell, Cathryn A. 

REGISTRATION NUMBER: 31,815 

REFERENCE/DOCKET NUMBER : P-LJ 2626 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (619) 535-9001 

TELEFAX: (619) 535-8949 
; INFORMATION FOR SEQ ID NO: 38: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-041-886-38 

Query Match 12.8%; Score 5; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.3e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAAL 2 0 

INN 

Db 21 LLAAL 25 



RESULT 15 
US-09-041-886-39 

; Sequence 39, Application US/09041886 

; Patent No. 6235872 

; GENERAL INFORMATION: 

APPLICANT: Bredesen, Dale E. 

APPLICANT : Rabizadeh, Sharroz 

TITLE OF INVENTION: Proapoptotic Peptides, Dependence 
TITLE OF INVENTION: Polypeptides and Methods of Use 
NUMBER OF SEQUENCES: 72 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: Campbell & Flores LLP 

STREET: 4370 La Jolla Village Drive, Suite 700 

CITY: San Diego 

STATE: California 

COUNTRY: United States 

ZIP: 92122 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/04 1 , 886 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY/AGENT INFORMATION: 

NAME: Campbell, Cathryn A. 

REGISTRATION NUMBER: 31,815 

REFERENCE/DOCKET NUMBER: P-LJ 2 626 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (619) 535-9001 

TELEFAX: (619) 535-8949 
; INFORMATION FOR SEQ ID NO: 39: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-041-886-39 



Query Match 12.8%; Score 5; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.3e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAAL 20 

Mill 

Db 21 LLAAL 25 



RESULT 16 



US-09-041-886-40 

; Sequence 40, Application US/09041886 
; Patent No. 6235872 
; GENERAL INFORMATION: 
; APPLICANT: Bredesen, Dale E. 
APPLICANT: Rabizadeh, Sharroz 

TITLE OF INVENTION: Proapoptotic Peptides, Dependence 
TITLE OF INVENTION: Polypeptides and Methods of Use 
NUMBER OF SEQUENCES: 72 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Campbell & Flores LLP 

STREET: 4370 La Jolla Village Drive, Suite 700 

CITY: San Diego 

STATE: California 

COUNTRY: United States 

ZIP: 92122 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/041 , 886 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY /AGENT INFORMATION: 

NAME: Campbell, Cathryn A. 

REGISTRATION NUMBER: 31,815 

REFERENCE/DOCKET NUMBER: P-LJ 2626 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (619) 535-9001 

TELEFAX: (619) 535-8949 
; INFORMATION FOR SEQ ID NO: 40: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-041-886-40 



Query Match 12.8%; Score 5; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.3e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAAL 20 

Mill 

Db 21 LLAAL 25 



RESULT 17 
US-09-041-886-54 

; Sequence 54, Application US/09041886 
; Patent No. 6235872 
; GENERAL INFORMATION: 

APPLICANT: Bredesen, Dale E. 

APPLICANT : Rabizadeh, Sharroz 

TITLE OF INVENTION: Proapoptotic Peptides, Dependence 



TITLE OF INVENTION: Polypeptides and Methods of Use 
NUMBER OF SEQUENCES: 72 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Campbell & Flores LLP 

STREET: 4370 La Jolla Village Drive, Suite 700 

CITY: San Diego 

STATE: California 

COUNTRY: United States 

ZIP: 92122 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC -DOS /MS -DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/041 , 886 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY /AGENT INFORMATION: 

NAME: Campbell, Cathryn A. 

REGISTRATION NUMBER: 31,815 

REFERENCE/DOCKET NUMBER: P-LJ 2626 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (619) 535-9001 

TELEFAX: (619) 535-8949 
; INFORMATION FOR SEQ ID NO: 54: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 
; TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-041-886-54 



Query Match 12.8%; Score 5; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.3e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAAL 20 

Mill 

Db 21 LLAAL 25 



RESULT 18 
US-09-205-258-614 

; Sequence 614, Application US/09205258 

; Patent No. 6525174 

; GENERAL INFORMATION: 

; APPLICANT: Young et al . 

; TITLE OF INVENTION: 207 Human Secreted Proteins 

; FILE REFERENCE: PZ007P1 

; CURRENT APPLICATION NUMBER: US/ 09/205 , 258 

; CURRENT FILING DATE: 1998-12-04 

; EARLIER APPLICATION NUMBER: PCT/US98/11422 

; EARLIER FILING DATE: 1998-06-04 

; EARLIER APPLICATION NUMBER: 60/048,885 

; EARLIER FILING DATE: 1997-06-06 

; EARLIER APPLICATION NUMBER: 60/049,375 



EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,881 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,880 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,896 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/049,020 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,876 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,895 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,884 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,894 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,971 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,964 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,882 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,899 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,893 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,900 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,901 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,892 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,915 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/049,019 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,970 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,972 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,916 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER : 60/049,373 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,875 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/049,374 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,917 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,949 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,974 
EARLIER FILING DATE: 1997-06-06 
EARLIER APPLICATION NUMBER: 60/048,883 
EARLIER FILING DATE: 1997-06-06 



; EARLIER APPLICATION NUMBER: 60/048,897 

; EARLIER FILING DATE: 1997-06-06 

; EARLIER APPLICATION NUMBER: 60/048,898 

; EARLIER FILING DATE: 1997-06-06 

; EARLIER APPLICATION NUMBER: 60/048,962 

EARLIER FILING DATE: 1997-06-06 
; EARLIER APPLICATION NUMBER: 60/048,963 
; EARLIER FILING DATE: 1997-06-06 
; EARLIER APPLICATION NUMBER: 60/048,877 
; EARLIER FILING DATE: 1997-06-06 
; EARLIER APPLICATION NUMBER: 60/048,878 
; EARLIER FILING DATE: 1997-06-06 
; EARLIER APPLICATION NUMBER: 60/070,923 
; EARLIER FILING DATE: 1997-12-18 
; EARLIER APPLICATION NUMBER: 60/092,921 
; EARLIER FILING DATE: 1998-07-15 
; EARLIER APPLICATION NUMBER: 60/094,657 
; EARLIER FILING DATE: 1998-07-30 
; NUMBER OF SEQ ID NOS : 1227 

SOFTWARE: Patentln Ver. 2.0 
; SEQ ID NO 614 

LENGTH: 3 0 

TYPE: PRT 
; ORGANISM: Homo sapiens 
US-09-205-258-614 

Query Match 12.8%; Score 5; DB 4; Length 30; 

Best Local Similarity 100.0%; Pred. No. 3.5e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 7 DAAFR 11 

Mill 

Db 13 DAAFR 17 



RESULT 19 
US-08-786-284A-3 

Sequence 3, Application US/08786284A 
Patent No. 6273598 
GENERAL INFORMATION: 

APPLICANT: KECK, PETER 
APPLICANT: GRIFFITH, DIANA L 
APPLICANT: CARLSON, WILLIAM D 
APPLICANT: RUEGER, DAVID C 
APPLICANT: SAMPATH, KUBERT 

TITLE OF INVENTION: METHODS AND COMPOSITIONS FOR PRODUCING 
TITLE OF INVENTION: MORPHOGEN ANALOGS 
NUMBER OF SEQUENCES: 8 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: PATENT ADMINISTRATOR, CREATIVE BIOMOLECULES , 
ADDRESSEE: INC. 
STREET: 45 SOUTH STREET 
CITY: HOPKINTON 
STATE : MA 
COUNTRY : USA 
ZIP: 01748 
COMPUTER READABLE FORM: 



MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/786 , 284A 

FILING DATE: 

CLASSIFICATION: 364 
ATTORNEY/AGENT INFORMATION: 

NAME: PITCHER, EDMUND R 

REGISTRATION NUMBER: 27,829 

REFERENCE/DOCKET NUMBER: CRP-102 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (508) 435-9001 

TELEFAX: (508) 435-0992 
; INFORMATION FOR SEQ ID NO: 3: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 32 amino acids 
; TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
FEATURE : 

NAME/KEY: Peptide 

LOCATION: 1..32 

OTHER INFORMATION: /product = "PEPTIDE H-l" 
US-08-786-284A-3 



Query Match 12.8%; Score 5; DB 3; Length 32; 

Best Local Similarity 100.0%; Pred. No. 3.7e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 26 LNSYM 30 

Mill 

Db 5 LNSYM 9 



RESULT 2 0 
US-08-704-856C-3 

Sequence 3, Application US/08704856C 
Patent No. 6042832 
GENERAL INFORMATION: 

APPLICANT: Koprowski, Hilary 
APPLICANT: Yusibov, Vidadi 
APPLICANT: Hooper, Douglas, C. 
APPLICANT: Model ska, Anna 

TITLE OF INVENTION: Polypeptides Fused with Plant Virus 
TITLE OF INVENTION: Coat Proteins 
NUMBER OF SEQUENCES: 16 
CORRESPONDENCE ADDRESS : 

ADDRESSEE: Allan H. Fried & Associates 
STREET: 1525 Locust Street, 15th Floor 
CITY : Philadelphia 
STATE : Pennsylvania 
COUNTRY : USA 
ZIP: 19102 
COMPUTER READABLE FORM: 



MEDIUM TYPE: Floppy Disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: MS-DOS 
; SOFTWARE: Corel WordPerfect 

CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/704 , 856C 
FILING DATE: 28-Aug-1996 
CLASSIFICATION: 
ATTORNEY/AGENT INFORMATION: 
NAME: Fried, Allan H. 
REGISTRATION NUMBER: 31,253 
REFERENCE/DOCKET NUMBER: T19-007 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: (215) 732-7090 
TELEFAX: (215) 732-7090 
; INFORMATION FOR SEQ ID NO: 3: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 34 amino acids 
; TYPE: amino acid 

TOPOLOGY: linear 
HYPOTHETICAL: N 
US-08-704-856C-3 

Query Match 12.8%; Score 5; DB 3; Length 34; 

Best Local Similarity 100.0%; Pred. No. 3.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 3 ALADD 7 

Mill 

Db 29 ALADD 33 



RESULT 21 
US-09-242-881-3 

; Sequence 3, Application US/09242881 
; Patent No. 6448070 

GENERAL INFORMATION: 

APPLICANT: Koprowski , Hilary 
Yusibov, Vidadi 
Hooper, Douglas, C. 
Model ska, Anna 
TITLE OF INVENTION: Polypeptides Fused with Plant Virus 

Coat Proteins 
NUMBER OF SEQUENCES: 16 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Allan H. Fried & Associates 
STREET: 1525 Locust Street, 15th Floor 
CITY: Philadelphia 
STATE : Pennsylvania 
COUNTRY: USA 
ZIP: 19102 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy Disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: MS-DOS 
SOFTWARE: Corel WordPerfect 
CURRENT APPLICATION DATA: 



APPLICATION NUMBER: US/09/242 , 881 
FILING DATE: 25-Feb-1999 
CLASSIFICATION: <Unknown> 

PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 08/704,856 
FILING DATE: <Unknown> 

ATTORNEY/AGENT INFORMATION: 
NAME: Fried, Allan H. 
REGISTRATION NUMBER: 31,253 
REFERENCE/DOCKET NUMBER: T19-007 

TELECOMMUNICATION INFORMATION: 
TELEPHONE: (215) 732-7090 
TELEFAX: (215) 732-7090 
INFORMATION FOR SEQ ID NO: 3: 

SEQUENCE CHARACTERISTICS: 

LENGTH: 34 amino acids 
TYPE: amino acid 
TOPOLOGY : 1 inear 

HYPOTHETICAL: N 

SEQUENCE DESCRIPTION: SEQ ID NO: 3: 
US-09-242-881-3 



Query Match 12.8%; Score 5; DB 4; Length 34; 

Best Local Similarity 100.0%; Pred. No. 3.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 3 ALADD 7 

Mill 

Db 29 ALADD 33 



RESULT 22 
5514590-5 

; Patent No. 5514590 

APPLICANT: GARVIN, ROBERT T. ;MALEK, LAWRENCE T .; JAMES , ERIC 
TITLE OF INVENTION: EXPRESSION SYSTEM COMPRISING DNA 
; ENCODING THE SIGNAL PEPTIDE OF PROTEASE B FROM STREPTOMYCES 
;GRISEUS 

NUMBER OF SEQUENCES: 12 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/2 03 , 644 
FILING DATE: 01-MAR-1994 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: 66,938 
FILING DATE: 25-MAY-1993 
APPLICATION NUMBER: 844,937 
FILING DATE: 04 -MAR- 19 92 
APPLICATION NUMBER: 221,346 
FILING DATE: 18-JUL-1988 
APPLICATION NUMBER: 795,331 
FILING DATE: 06-NOV-1985 
;SEQ ID NO: 5: 

LENGTH: 38 
5514590-5 



Query Match 12.8%; Score 5; DB 6; Length 38; 

Best Local Similarity 100.0%; Pred. No. 4.3e+02; 



Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 14 ARLLA 18 

Mill 

Db 16 ARLLA 2 0 



RESULT 23 
US-09-406-045-11 

; Sequence 11, Application US/09406045 
; Patent No. 6451994 
; GENERAL INFORMATION; 

APPLICANT: Kapeller-Libermann, Rosana 
; TITLE OF INVENTION: 23413, A NOVEL HUMAN UBIQUITIN 
; FILE REFERENCE: 5800-50 

; CURRENT APPLICATION NUMBER: US/09/4 06,045 
; CURRENT FILING DATE: 1999-09-27 
; NUMBER OF SEQ ID NOS : 12 

SOFTWARE: FastSEQ for Windows Version 3.0 
; SEQ ID NO 11 

LENGTH: 4 0 

TYPE : PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: ProDom consensus sequence 
US-09-406-045-11 



Query Match 12.8%; Score 5; DB 4; Length 40; 

Best Local Similarity 100.0%; Pred. No. 4.5e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 20 LERRH 24 

Mill 

Db 15 LERRH 19 



RESULT 24 
US-07-690-300B-44 

; Sequence 44, Application US/07690300B 
; Patent No. 5234907 
; GENERAL INFORMATION: 

APPLICANT: Bolin, David R . 

TITLE OF INVENTION: Synthetic Vasoactive Intestinal Peptide 
TITLE OF INVENTION: Analogs 
NUMBER OF SEQUENCES: 93 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Hoffmann-La Roche Inc. 

STREET: 34 0 Kingsland Street 

CITY: Nut ley 

STATE: New Jersey 

COUNTRY : USA 

ZIP: 07110 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patent In Release #1.0, Version #1.25 



CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/07/690 , 3 00B 

FILING DATE: 19910424 

CLASSIFICATION: 514 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/374,503 

FILING DATE: 30-JUN-1989 
ATTORNEY/AGENT INFORMATION: 
; NAME: Pokras, Bruce A. 

REGISTRATION NUMBER: 32,748 

REFERENCE / DOCKET NUMBER: 8480 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (201) 235-5801 

TELEFAX: (201) 235-3500 
/ INFORMATION FOR SEQ ID NO: 44: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: AMINO ACID 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
HYPOTHETICAL: NO 
ANTI -SENSE: NO 
ORIGINAL SOURCE: 

ORGANISM: Sus scrofa 
FEATURE : 

NAME / KEY : Modif ied-site 

LOCATION: 17 

OTHER INFORMATION: /note= "Xaa=Nle" 
US-07-690-300B-44 



Query Match 10,3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 7 DAAF 10 

I I I I 

Db 3 DAAF 6 



RESULT 25 
US-07-789-344A-11 

; Sequence 11, Application US/07789344A 
; Patent No. 5318897 
; GENERAL INFORMATION: 

APPLICANT: Sudhir, Paul 

TITLE OF INVENTION: MONOCLONAL ANTIBODY AND ANTIBODY 

TITLE OF INVENTION: COMPONENTS ELICITED TO A POLYPEPTIDE ANTIGEN 

TITLE OF INVENTION: GROUND STATE 

NUMBER OF SEQUENCES: 13 

CORRESPONDENCE ADDRESS: 

ADDRESSEE: Curtis, Morris & Safford 

ADDRESSEE: c/o Barry Evans 

STREET: 53 0 Fifth Avenue 

CITY: New York 

STATE: New York 

COUNTRY: United States of America 
ZIP: 10036 



COMPUTER READABLE FORM: 
MEDIUM TYPE: Floppy disk 
COMPUTER: IBM PC compatible 
OPERATING SYSTEM: PC-DOS/MS-DOS 
SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 07/78 9 , 344A 
FILING DATE: 08-NOV-1991 
CLASSIFICATION: 435 
ATTORNEY / AGENT INFORMATION: 
NAME: Evans, Barry 
REGISTRATION NUMBER: 22,802 
REFERENCE / DOCKET NUMBER: 370068-3500 
TELECOMMUNICATION INFORMATION: 
TELEPHONE: (212) 840-3333 
TELEFAX: (212) 840-0712 
; INFORMATION FOR SEQ ID NO: 11: 

SEQUENCE CHARACTERISTICS: 
; LENGTH: 28 amino acids 

TYPE: amino acid 
STRANDEDNESS : S ingl e 
TOPOLOGY: linear 
US-07-789-344A-11 



Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 25 WLNS 28 

MM 

Db 22 WLNS 25 



RESULT 26 
US-07-728-221B-3 

; Sequence 3, Application US/07728221B 
; Patent No. 5340920 
; GENERAL INFORMATION: 

APPLICANT: Mat sup, Hisayuki 

APPLICANT: Kangawa , Ken j i 

APPLICANT: Minamino, Naoto 

TITLE OF INVENTION: NOVEL HYS I OLOG I CALLY ACTIVE PORCINE 
TITLE OF INVENTION: PEPTIDE (CNP-53) 
NUMBER OF SEQUENCES: 12 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: CUSHMAN, DARBY & CUSHMAN 

STREET: ELEVENTH FLOOR, 1615 1 STREET, N.W. 

CITY: WASHINGTON 

STATE : D . C . 

COUNTRY : USA 

ZIP: 20036-5601 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 



APPLICATION NUMBER: US/07/728 , 22 IB 
FILING DATE: 19910712 
CLASSIFICATION: 530 
ATTORNEY / AGENT INFORMATION: 
NAME: SCOTT, WATSON T. 
REGISTRATION NUMBER: 26,581 

REFERENCE/DOCKET NUMBER: WTS/9437/91817/KIK 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (202) 861-3000 

TELEFAX: (202) 822-0944 

TELEX: 671 4627 CUSH 
; INFORMATION FOR SEQ ID NO: 3: 
SEQUENCE CHARACTER I STI CS : 

LENGTH: 28 amino acids 

TYPE: AMINO ACID 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: protein 
US-07-728-221B-3 

Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 14 ARLL 17 

I I I I 

Db 10 ARLL 13 



RESULT 27 
US-08-276-852-13 

; Sequence 13, Application US/08276852 

; Patent No. 5652138 

; GENERAL INFORMATION: 

APPLICANT: Burton, Dennis R 

APPLICANT: Barbas, Carlos F 

APPLICANT: Lerner, Richard A 

TITLE OF INVENTION: HUMAN NEUTRALIZING MONOCLONAL ANTIBODIES 
TITLE OF INVENTION: TO HUMAN IMMUNODEFICIENCY VIRUS 
NUMBER OF SEQUENCES: 170 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: The Scripps Research Institute, Office of 

ADDRESSEE: Patent Counsel 

STREET: 10666 No. 5652138th Torrey Pines Road, Suite 220, 

STREET: Mail Drop TPC8 

CITY: La Jolla 

STATE : CA 

COUNTRY : USA 

ZIP: 92037 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patent In Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/ 08/27 6 , 852 

FILING DATE: 18 -JUL- 19 94 



CLASSIFICATION: 514 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/178,302 

FILING DATE: 30-SEP-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/954,148 

FILING DATE: 30-SEP-1992 
ATTORNEY /AGENT INFORMATION: 

NAME: Fitting, Thomas 

REGISTRATION NUMBER: 34,163 

REFERENCE/ DOCKET NUMBER: SCR1452P 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 619-554-2937 

TELEFAX: 619-554-6312 
; INFORMATION FOR SEQ ID NO: 13: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 
; TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
FRAGMENT TYPE: N-terminal 
US-08-276-852-13 

Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAA 19 

Db 14 LLAA 17 



RESULT 28 
US-08-664-449-37 

; Sequence 37, Application US/08664449 
; Patent No. 5766905 
; GENERAL INFORMATION: 

APPLICANT: Studier, F. W. 

APPLICANT: Rosenberg, Alan H. 

TITLE OF INVENTION: Cytoplasmic Bacteriophage Display System 
NUMBER OF SEQUENCES: 70 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Brookhaven National Laboratory 

STREET: Building 902C 

CITY: Upton 

STATE : NY 

COUNTRY : US 

ZIP: 11973 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/664,44 9 

FILING DATE: 17-June-1996 

CLASSIFICATION: 435 



ATTORNEY /AGENT INFORMATION: 
; NAME: Bogosian, Margaret 

REGISTRATION NUMBER: 25,324 
REFERENCE/DOCKET NUMBER: AUI-9618 
TELECOMMUNICATION INFORMATION: 
TELEPHONE : (516) 344-7338 
TELEFAX: (516) 344-3729 
; INFORMATION FOR SEQ ID NO: 37: 
SEQUENCE CHARACTERISTICS: 
LENGTH: 28 amino acids 
TYPE: amino acid 
TOPOLOGY: linear 
MOLECULE TYPE: protein 
US-08-664-449-37 



Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 18 AALE 21 

I I I I 

Db 25 AALE 28 



RESULT 2 9 
US-08-899-575-13 

; Sequence 13, Application US/08899575 

; Patent No. 5770440 

; GENERAL INFORMATION: 

APPLICANT: Burton, Dennis R 

APPLICANT: Barbas, Carlos F 

APPLICANT: Lerner, Richard A 

TITLE OF INVENTION: HUMAN NEUTRALIZING MONOCLONAL ANTIBODIES 
TITLE OF INVENTION: TO HUMAN IMMUNODEFICIENCY VIRUS 
NUMBER OF SEQUENCES: 170 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: The Scripps Research Institute, Office of 

ADDRESSEE: Patent Counsel 

STREET: 10666 No. 5770440th Torrey Pines Road, Suite 220, 

STREET: Mail Drop TPC8 

CITY: La Jolla 

STATE : CA 

COUNTRY : USA 

ZIP: 92037 
COMPUTER READABLE FORM : 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patent In Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/899,575 

FILING DATE: 24-JUL-1997 

CLASSIFICATION: 435 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/276,852 

FILING DATE: 18 -JUL- 1994 

APPLICATION NUMBER: US 08/178,302 



FILING DATE: 30-SEP-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/954,148 

FILING DATE: 30-SEP-1992 
ATTORNEY/AGENT INFORMATION: 
; NAME: Fitting, Thomas 

REGISTRATION NUMBER: 34,163 

REFERENCE/DOCKET NUMBER: SCR1452P 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 619-554-2937 

TELEFAX: 619-554-6312 
INFORMATION FOR SEQ ID NO: 13: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
FRAGMENT TYPE: N- terminal 
US-08-899-575-13 



Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLAA 19 

I I I I 

Db 14 LLAA 17 



RESULT 30 
US-08-899-575-13 

; Sequence 13, Application US/08899575 
; Patent No. 5804440 
; GENERAL INFORMATION: 

APPLICANT: Burton, Dennis R 

APPLICANT: Barbas, Carlos F 

APPLICANT: Lerner, Richard A 

TITLE OF INVENTION: HUMAN NEUTRALIZING MONOCLONAL ANTIBODIES 
TITLE OF INVENTION: TO HUMAN IMMUNODEFICIENCY VIRUS 
NUMBER OF SEQUENCES: 170 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: The Scripps Research Institute, Office of 

ADDRESSEE: Patent Counsel 

STREET: 10666 No. 5804440th Torrey Pines Road, Suite 220, 

STREET: Mail Drop TPC8 

CITY: La Jolla 

STATE : CA 

COUNTRY : USA 

ZIP: 92037 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/8 99,575 

FILING DATE: 24-JUL-1997 



CLASSIFICATION: 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/276,852 

FILING DATE: 18-JUL-1994 

APPLICATION NUMBER: US 08/178,302 

FILING DATE: 30-SEP-1993 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 07/954,14 8 

FILING DATE: 30-SEP-1992 
ATTORNEY/AGENT INFORMATION: 

NAME: Fitting, Thomas 

REGISTRATION NUMBER: 34,163 

REFERENCE/DOCKET NUMBER: SCR1452P 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 619-554-2937 

TELEFAX: 619-554-6312 
; INFORMATION FOR SEQ ID NO: 13: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
FRAGMENT TYPE: N- terminal 
US-08-899-575-13 

Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy - 16 LLAA 19 

I I I I 

Db 14 LLAA 17 



RESULT 31 
US-08-458-568A-6 

; Sequence 6, Application US/08458568A 
; Patent No. 5821339 
; GENERAL INFORMATION: 

APPLICANT: Schaffer, Priscilla A. 

APPLICANT: Yen, Lily 

TITLE OF INVENTION: Compositions and Methods for Treatment of Herpesvirus 
TITLE OF INVENTION: Infections 
NUMBER OF SEQUENCES: 15 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Woodcock, Washburn, Kurtz, Mackiewicz & No. 5821339ris 

STREET: One Liberty Place, 46th floor 

CITY: Philadelphia 

STATE : PA 

COUNTRY : USA 

ZIP: 19103 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE : WordPer2263 . 1 ; 
CURRENT APPLICATION DATA: 



APPLICATION NUMBER: US/08/458 , 568A 

FILING DATE : 02-JUNE-1995 

CLASSIFICATION: 435 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/065,146 

FILING DATE: 05-MAY-1993 

CLASSIFICATION: 435 
ATTORNEY/AGENT INFORMATION: 

NAME: Leary Ph.D., Kathryn R . 

REGISTRATION NUMBER: 3 6,317 

REFERENCE/DOCKET NUMBER: DFCI-002 9 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (215) 568-3100 

TELEFAX: (215) 568-3439 
INFORMATION FOR SEQ ID NO: 6: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 2 8 amino acids 

TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: protein 
US-08-458-568A-6 

Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy il RERA 14 

I I I I 

Db 10 RERA 13 



RESULT 32 
US-08-788-231A-18 

; Sequence 18, Application US/08788231A 

; Patent No. 6019974 

; GENERAL INFORMATION: 

APPLICANT: L f Hernault, Steven W. 

TITLE OF INVENTION: SPE-4 RELATED PEPTIDES, ANTIBODIES AND 
TITLE OF INVENTION: METHODS 
NUMBER OF SEQUENCES: 20 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Greenlee, Winner and Sullivan, P.C. 

STREET: 5370 Manhattan Circle, Suite 201 

CITY: Boulder 

STATE: Colorado 

COUNTRY : US 

ZIP : 80303 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patent In Release #1.0, Version #1.3 0 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/788 , 231A 

FILING DATE: 24-JAN-1997 

CLASSIFICATION: 424 
PRIOR APPLICATION DATA: 



APPLICATION NUMBER: US 60/010,672 

FILING DATE: 26-JAN-1996 
ATTORNEY / AGENT INFORMATION: 

NAME: Ferber, Donna M. 

REGISTRATION NUMBER: 33,878 

REFERENCE/DOCKET NUMBER: 60-95 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (303) 499-8080 

TELEFAX: (303) 499-8089 
; INFORMATION FOR SEQ ID NO: 18: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY: not relevant 
MOLECULE TYPE: peptide 
HYPOTHETICAL: YES 
US-08-788-231A-18 

Query Match 10.3%; Score 4; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 33 LLVL 36 

I I I I 

Db 19 LLVL 22 



RESULT 33 
US-09-348-578-3 

; Sequence 3, Application US/09348578 

; Patent No. 6160089 

; GENERAL INFORMATION: 

; APPLICANT: HONJO, Masaru 

; APPLICANT: NAITOH, Naokazu 

; APPLICANT: UCHIDA, Hiroshi 

; APPLICANT: MOCHIZUKI , Daisuke 

; APPLICANT: MATSUMOTO, Kazuya 

; TITLE OF INVENTION: METHOD FOR SECRETORY PRODUCTION OF HUMAN GROWTH HORMONE 
; FILE REFERENCE: 029430-421 

CURRENT APPLICATION NUMBER: US/09/348 , 578 
; CURRENT FILING DATE: 1999-07-07 

EARLIER APPLICATION NUMBER: JP 193003/1998 
; EARLIER FILING DATE: 1998-07-08 
; NUMBER OF SEQ ID NOS : 41 
; SOFTWARE: Patent In Ver. 2.0 
; SEQ ID NO 3 
LENGTH: 28 
TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence : Modified OppA 
secretion 

OTHER INFORMATION: signal 
FEATURE : 

NAME /KEY: SIGNAL 
LOCATION: (1) . . (28) 



US-09-348-578-3 



Query Match 10.3%; Score 4; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 17 LAAL 20 

I I I I 

Db 17 LAAL 20 



RESULT 34 
US-09-348-578-11 

; Sequence 11, Application US/09348578 

; Patent No. 6160089 

; GENERAL INFORMATION: 

; APPLICANT: HONJO, Masaru 

; APPLICANT: NAITOH, Naokazu 

; APPLICANT: UCHIDA, Hiroshi 

; APPLICANT: MOCHIZUKI, Daisuke 

; APPLICANT: MATSUMOTO, Kazuya 

; TITLE OF INVENTION: METHOD FOR SECRETORY PRODUCTION OF HUMAN GROWTH HORMONE 
; FILE REFERENCE: 02 943 0-421 

; CURRENT APPLICATION NUMBER: US/09/348 , 578 

; CURRENT FILING DATE: 1999-07-07 

; EARLIER APPLICATION NUMBER: JP 193003/1998 

; EARLIER FILING DATE: 1998-07-08 

; NUMBER OF SEQ ID NOS : 41 

; SOFTWARE: Patent In Ver. 2.0 

; SEQ ID NO 11 

LENGTH: 28 

TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

NAME /KEY: SIGNAL 
LOCATION: (1) . . (28) 
FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence : Modified OppA 
secretion 

OTHER INFORMATION: signal 
US-09-348-578-11 



Query Match 10.3%; Score 4; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 17 LAAL 20 

I I II 

Db 17 LAAL 20 



RESULT 3 5 
US-09-348-578-19 

; Sequence 19, Application US/09348578 

; Patent No. 6160089 

; GENERAL INFORMATION: 

; APPLICANT: HONJO, Masaru 



; APPLICANT: NAITOH, Naokazu 
; APPLICANT: UCHIDA, Hiroshi 
; APPLICANT: MOCHIZUKI , Daisuke 
; APPLICANT: MATSUMOTO, Kazuya 

; TITLE OF INVENTION: METHOD FOR SECRETORY PRODUCTION OF HUMAN GROWTH HORMONE 
; FILE REFERENCE: 029430-421 

; CURRENT APPLICATION NUMBER: US/ 09/348 , 578 

; CURRENT FILING DATE: 1999-07-07 

; EARLIER APPLICATION NUMBER: JP 193 003/1998 

; EARLIER FILING DATE: 1998-07-08 

; NUMBER OF SEQ ID NOS : 41 

; SOFTWARE: Patent In Ver. 2.0 

; SEQ ID NO 19 

LENGTH: 28 

TYPE : PRT 
; ORGANISM: Artificial Sequence 

FEATURE : 

NAME/ KEY: SIGNAL 
LOCATION: (1) . . (28) 
FEATURE : 

OTHER INFORMATION: Description of Artificial Sequence : Modified OppA 
secretion 

OTHER INFORMATION: signal 
US-09-348-578-19 

Query Match 10.3%; Score 4; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 17 LAAL 20 

I I I I 

Db 17 LAAL 20 



RESULT 36 

US-08-974-549A-166 

Sequence 166, Application US/08974549A 
Patent No. 6166178 
GENERAL INFORMATION: 

APPLICANT: Cech, Thomas R. 
APPLICANT: Lingner, Joachim 
APPLI CANT : Nakamura , Toru 
APPLICANT: Chapman, Karen B. 
APPLICANT: Morin, Gregg B. 
APPLICANT: Harley, Calvin B. 
APPLICANT: Andrews, William H. 

TITLE OF INVENTION: Human Telomerase Catalytic Subunit 
NUMBER OF SEQUENCES: 727 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Townsend and Townsend and Crew LLP 
STREET: Two Embarcadero Center, Eighth Floor 
CITY: San Francisco 
STATE: California 
COUNTRY : USA 
ZIP: 94111-3834 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 



COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/08/974 , 54 9A 

FILING DATE: 19-NOV-1997 

CLASSIFICATION: 536 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/724,643 

FILING DATE: 01-OCT-1996 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/844,419 

FILING DATE: 18-APR-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/846,017 

FILING DATE: 25-APR-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/851,843 

FILING DATE: 06-MAY-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/854,050 

FILING DATE: 09-MAY-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/911,312 

FILING DATE: 14-AUG-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/912,951 

FILING DATE: 14-AUG-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/915,503 

FILING DATE: 14-AUG-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: WO PCT/US97/17618 

FILING DATE: 01-OCT-1997 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: WO PCT/US97/17885 

FILING DATE: 01-OCT-1997 
ATTORNEY / AGENT INFORMATION: 

NAME: Apple, Randolph Ted 

REGISTRATION NUMBER: 36,429 

REFERENCE/DOCKET NUMBER: 01538 9 - 002610US 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (415) 576-0200 

TELEFAX: (415) 576-0300 
INFORMATION FOR SEQ ID NO: 166: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

STRANDEDNESS : 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-08-974-549A-166 



Query Match 10.3%; Score 4; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 26 LNSY 2 9 

I I I I 

Db 7 LNSY 10 



RESULT 37 
US-09-107-991-12 

; Sequence 12, Application US/09107991 

; Patent No. 6221626 

; GENERAL INFORMATION: 

APPLICANT: Bienvenut, Willy V. 

APPLICANT: Hochstrasser , Denis F. 

TITLE OF INVENTION: METHOD OF IDENTIFYING PEPTIDES 
NUMBER OF SEQUENCES: 15 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Baker & Botts L.L.P. 

STREET: 30 Rockefeller Plaza 

CITY: New York 

STATE: New York 

COUNTRY : USA 

ZIP: 10112-0028 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patent In Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/107,991 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY/AGENT INFORMATION: 

NAME: Seide, Rochelle K. Ph.D. 

REGISTRATION NUMBER: 32,3 00 

REFERENCE/DOCKET NUMBER: A31855 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (212)705-5000 

TELEFAX: (212)705-5020 
INFORMATION FOR SEQ ID NO: 12: 
SEQUENCE CHARACTERISTICS: 
; LENGTH: 28 amino acids 

TYPE: amino acid 

STRANDEDNESS : 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
FRAGMENT TYPE: internal 
US-09-107-991-12 



Query Match 10.3%; Score 4; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 14 ARLL 17 

I I I I 

Db 14 ARLL 17 



RESULT 38 



US-09-041-886-42 

; Sequence 42, Application US/09041886 
; Patent No. 6235872 
; GENERAL INFORMATION: 

APPLICANT: Bredesen, Dale E. 

APPLICANT: Rabizadeh, Sharroz 

TITLE OF INVENTION: Proapoptotic Peptides, Dependence 
TITLE OF INVENTION: Polypeptides and Methods of Use 
NUMBER OF SEQUENCES: 72 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Campbell & Flores LLP 

STREET: 4370 La Jolla Village Drive, Suite 700 

CITY: San Diego 
; STATE: California 

COUNTRY: United States 

ZIP: 92122 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS-DOS 

SOFTWARE: Patentln Release #1.0, Version #1.25 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/09/04 1 , 88 6 

FILING DATE: 

CLASSIFICATION: 
ATTORNEY / AGENT INFORMATION: 

NAME: Campbell, Cathryn A. 

REGISTRATION NUMBER: 31,815 

REFERENCE/DOCKET NUMBER: P-LJ 2626 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: (619) 535-9001 

TELEFAX: (619) 535-8949 
; INFORMATION FOR SEQ ID NO: 42: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 28 amino acids 

TYPE: amino acid 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
US-09-041-886-42 



Query Match 10.3%; Score 4; DB 3; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 17 LAAL 20 

I I I I 

Db 22 LAAL 25 



RESULT 3 9 
US-09-507-819-30 

Sequence 30, Application US/09507819 
Patent No. 6303314 
GENERAL INFORMATION: 
APPLICANT: Jingwu, Zhang Z. 

TITLE OF INVENTION: T Cell Receptor VB-DffiAffB Sequent ; 25X0 
Patent No. 6303314 



s For Its 



; TITLE OF INVENTION: Detection 
; FILE REFERENCE: BCOL003 

; CURRENT APPLICATION NUMBER: US/09/507 , 8 19 
; CURRENT FILING DATE: 2 000-02-22 
; NUMBER OF SEQ ID NOS : 77 

SOFTWARE: Patentln Ver. 2.1 
; SEQ ID NO 30 

LENGTH: 28 

TYPE : PRT 

ORGANISM: Homo sapiens 
US-09-507-819-30 



Query Match 10.3%; Score 4; DB 4; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 33 LLVL 36 

I I II 

Db 20 LLVL 23 



RESULT 4 0 
US-09-099-041A-19 

; Sequence 19, Application US/09099041A 

; Patent No. 6340576 

; GENERAL INFORMATION: 

; APPLICANT: Bert in, John 

; TITLE OF INVENTION: NOVEL MOLECULES OF THE CARD-RELATED 

; TITLE OF INVENTION: PROTEIN FAMILY AND USES THEREOF 

; FILE REFERENCE: 07334-076001 

; CURRENT APPLICATION NUMBER: US/09/099 , 041A 

; CURRENT FILING DATE: 1998-06-17 

; PRIOR APPLICATION NUMBER: 09/019,942 

; PRIOR FILING DATE: 1998-02-06 

; NUMBER OF SEQ ID NOS: 37 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 19 

LENGTH: 28 

TYPE: PRT 

ORGANISM: Homo sapiens 
US-09-099-041A-19 



Query Match 10.3%; Score 4; DB 4; Length 28; 

Best Local Similarity 100.0%; Pred. No. 2.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I II 

Db 22 LALA 25 



Search completed: January 14, 2004, 10:43:44 
Job time : 18.243 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



January 14, 2004, 10:28:19 ; Search time 11.5421 Seconds 

(without alignments) 
324.949 Million cell updates/sec 



US-09-843-221A-170 
Perfect score: 39 

1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 



Title: 
Perf eel 
Sequence : 

Scoring table: 

Searched : 
Word size : 



OLIGO 

Gapop 60.0 , Gapext 60.0 
283308 seqs, 96168682 residues 
0 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 2 8 
Maximum DB seq length: 4 0 

Post -processing: Listing first 1000 summaries 



3709 



Database : 



PIR_76:* 
pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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939 


3 


7. 


7 


39 


2 


B64559 


hypothetical prote 


940 


3 


7. 


7 


39 


2 


G83252 


hypothetical prote 


941 


3 


7. 


.7 


39 


2 


E81920 


hypothetical prote 


942 


3 


7 . 


.7 


39 


2 


A81151 


hypothetical prote 


943 


3 


7. 


.7 


39 


2 


A82359 


hypothetical prote 


944 


3 


7. 


,7 


39 


2 


H82310 


hypothetical prote 


945 


3 


7, 


.7 


39 


2 


G82287 


hypothetical prote 


946 


3 


7. 


,7 


39 


2 


F82226 


hypothetical prote 


947 


3 


7. 


.7 


39 


2 


B82419 


hypothetical prote 


948 


3 


7. 


.7 


39 


2 


S75759 


hypothetical prote 


949 


3 


7 . 


.7 


39 


2 


S74393 


photosystem II Psb 


950 


3 


7 . 


.7 


39 


2 


T06940 


photosystem II pro 


951 


3 


7. 


.7 


39 


2 


S73118 


photosystem II pro 


952 


3 


7. 


.7 


39 


2 


T15158 


hypothetical prote 


953 


3 


7 , 


.7 


39 


2 


S23803 


homeotic protein 1 


954 


3 


7, 


.7 


39 


2 


S48644 


oxidase - Malayan 


955 


3 


7 , 


.7 


39 


2 


137555 


homeobox - human ( 


956 


3 


7 


.7 


39 


2 


137556 


homeobox - human ( 


957 


3 


7 


.7 


39 


2 


S28908 


dynein-associated 


958 


3 


7 


.7 


39 


2 


146466 


luteinizing hormon 


959 


3 


7 


.7 


39 


2 


D40984 


finger protein zfa 


960 


3 


7 


.7 


39 


2 


B40984 


finger protein zfe 


961 


3 


7 


.7 


39 


2 


165323 


calpain II - rat ( 


962 


3 


7 


.7 


39 


2 


G83716 


hypothetical prote 


963 


3 


7 


.7 


39 


2 


D83721 


hypothetical prote 


964 


3 


7 


.7 


39 


2 


C83904 


hypothetical prote 


965 


3 


7 


.7 


39 


2 


E81540 


hypothetical prote 


966 


3 


7 


.7 


39 


2 


B71285 


hypothetical prote 


967 


3 


7 


.7 


39 


2 


G82733 


hypothetical prote 


968 


3 


7 


.7 


39 


2 


G82718 


hypothetical prote 


969 


3 


7 


.7 


39 


2 


A82707 


hypothetical prote 


970 


3 


7 


.7 


39 


2 


G82619 


hypothetical prote 


971 


3 


7 


.7 


39 


2 


B85609 


hypothetical prote 


972 


3 


7 


.7 


39 


2 


B85990 


hypothetical prote 


973 


3 


7 


.7 


39 


2 


D85649 


hypothetical prote 


974 


3 


7 


.7 


39 


2 


F97313 


hypothetical prote 


975 


3 


7 


.7 


39 


2 


A96026 


probable transposa 


976 


3 


7 


.7 


39 


2 


AC0205 


hypothetical prote 


977 


3 


7 


.7 


39 


2 


F64843 


hypothetical prote 


978 


3 


7 


.7 


39 


2 


G64801 


hypothetical prote 


979 


3 


7 


.7 


39 


2 


AE3109 


hypothetical prote 


980 


3 


7 


.7 


39 


2 


C97513 


hypothetical prote 


981 


3 


7 


.7 


39 


2 


AB1924 


photosystem II pro 


982 


3 


7 


.7 


39 


2 


AB2010 


hypothetical prote 
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3 
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3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
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7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 



7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
7 
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39 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 
40 



2 
1 
1 
1 
1 
1 
2 
2 
2 
2 
2 
2 
2 
2 
2 
2 
2 
2 



AB2552 

SWFGS 

S14717 

FDFI8G 

W4BP17 

A69677 

S09338 

E61320 

E22565 

B27398 

T05931 

PQ0533 

JH0756 

A29502 

S50021 

A49081 

B41440 

S29489 



hypothetical prote 
sauvagine - Sauvag 
protamine 2 - Japa 
antifreeze protein 
gene 4 . 1 protein - 
pho spha t a s e ( Rap C ) 
f er redox in [ 2 Fe - 2 S 
plastocyanin - Era 
R-phycoerythrin be 
allophycocyanin al 
probable 5-methylt 
3-oxoacyl- [acyl-ca 
sucrose-specific e 
carboxylesterase ( 
trypsin-like prote 
capillary permeabi 
protein disulfide- 
GTP-binding protei 



ALIGNMENTS 



RESULT 1 
G83440 

KdpF protein PA1632 [imported] - Pseudomonas aeruginosa (strain PAOl) 
C; Species: Pseudomonas aeruginosa 

C;Date: 15-Sep-2000 #sequence_revision 15-Sep-2000 #text_change 31-Dec-2000 
C;Accession: G83440 

R;Stover, C.K. ; Pham, X.Q.; Erwin, A.L.; Mizoguchi, S.D.; Warrener, P.; Hickey, 
M.J.; Brinkman, F.S.L.; Hufnagle, W.O.; Kowalik, D.J.; Lagrou, M . ; Garber, R.L. ; 
Goltry, L.; Tolentino, E. ; Westbrook-Wadman, S.; Yuan, Y. ; Brody, L.L.; Coulter, 
S.N.; Folger, K.R.; Kas, A.; Larbig, K. ; Lim, R.M.; Smith, K.A. ; Spencer, D.H. ; 
Wong, G.K.S.; Wu, Z . ; Paulsen, I.T.; Reizer, J.; Saier, M.H.; Hancock, R.E.W.; 
Lory, S. ; Olson, M. V. 
Nature 406, 959-964, 2000 

A; Title: Complete genome sequence of Pseudomonas aeruginosa PAOl, an 
opportunistic pathogen. 

A; Reference number: A82950; MUID: 20437337; PMID: 10984043 
A; Access ion: G8344 0 
A; Status : prel iminary 
A; Molecule type: DNA 
A; Residues: 1-29 <STO> 

A; Cross -references: GB:AE004591; GB : AE004091 ; NID : g9947599 ; PIDN : AAG05021 . 1 ; 

GSPDB:GN00131; PASP:PA1632 

A; Experimental source: strain PAOl 

C; Genetics : 

A; Gene: kdpF; PA1632 

Query Match 12.8%; Score 5; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALA 5 



Db 




RESULT 2 
A32860 

biotin-binding protein I - chicken (fragment) 
C; Species: Gallus gallus (chicken) 

C;Date: 22-Nov-1989 #sequence_revision 22-Nov-1989 #text_change 24-Jun-1993 

C;Accession: A32860 

R;Bush # L. ; White III, H.B. 

J. Biol- Chem. 264, 5741-5745, 1989 

A; Title: Conversion of domains into subunits in the processing of egg yolk 
biotin-binding protein I. 

A/Reference number: A32860; MUID : 89174628 ; PMID: 2925632 
A;Accession: A32860 
A; Status : preliminary 
A; Molecule type: protein 
A/Residues : 1-29 <BUS> 

Query Match 12.8%; Score 5; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 3 ALADD 7 

Mill 

Db 23 ALADD 27 



RESULT 3 
S05124 

hypothetical protein 31 - rice chloroplast 
C; Species: chloroplast Oryza sativa (rice) 

C;Date: 28-Feb-1990 #sequence_revision 28-Feb-1990 #text_change 21-Jul-2000 
C;Accession: S05124 

R;Hiratsuka, J.; Shimada, H. ; Whittier, R. ; Ishibashi, T.; Sakamoto, M . ; Mori, 
M.; Kondo, C; Honji, Y. ; Sun, C.R. ; Meng, B.Y.; Li, Y.Q. ; Kanno, A.; Nishizawa, 
Y.; Hirai, A.; Shinozaki, K. ; Sugiura, M. 
Mol. Gen. Genet. 217, 185-194, 1989 

A;Title: The complete sequence of the rice (Oryza sativa) chloroplast genome: 
intermolecular recombination between distinct tRNA genes accounts for a major 
plastid DNA inversion during the evolution of the cereals. 
A;Reference number: S05080; MUID : 89364698 ; PMID:2770692 
A; Access ion: SOS 124 

A; Status: nucleic acid sequence not shown; translation not shown 
A; Molecule type: DNA 
A; Residues: 1-31 <HIR> 

A; Cross-references: EMBL:X15901; NID:gll957; PIDN : CAA33966 . 1 ; PID:gl2005 

A;Note: this sequence was submitted to the EMBL Data Library, July 1989 

C; Genetics : 

A; Genome: chloroplast 

C; Keywords : chloroplast 

Query Match 12.8%; Score 5; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 4e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAAL 20 

Mill 

Db 11 LLAAL 15 



RESULT 4 
S58569 

hypothetical protein 31 - maize chloroplast 
C; Species: chloroplast Zea mays (maize) 

C;Date: 29-Nov-1995 #sequence_revision 19-Jan-1996 #text_change 29-Oct-1999 
C;Accession: S58569 

R;Maier, R.M. ; Neckermann, K. ; Igloi, G.L.; Koessel, H. 
J . Mol. Biol. 251, 614-628, 1995 

A; Title: Complete sequence of the maize chloroplast genome: gene content, 
hotspots of divergence and fine tuning of genetic information by transcript 
editing. 

A; Reference number: S58531; MUID : 95395841 ; PMID: 7666415 
A;Accession: S58569 

A; Status: nucleic acid sequence not shown; translation not shown 
A /Molecule type: DNA 
A; Residues : 1-31 <MAI> 

A; Cross -references: EMBL:X86563; MID : g902200 ; PIDN : CAA60303 . 1 ; PID:g902239 
A; Note: the nucleotide sequence was submitted to the EMBL Data Library, April 
1995 

C;Genetics : 

A ; Genome : chl orop last 

C; Keywords : chloroplast 

Query Match 12.8%; Score 5; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 4e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAAL 20 

Mill 

Db 11 LLAAL 15 



RESULT 5 
T14568 

hypothetical protein ycf7 - beet chloroplast 
C; Species: chloroplast Beta vulgaris (beet) 

C;Date: 20-Sep-1999 #sequence_revision 20-Sep-1999 #text_change 20-Sep-1999 

C; Access ion: T14568 

R;Ran, Z.; Michaelis, G. 

Theor. Appl. Genet. 91, 836-840, 1995 

A; Title: Mapping of a chloroplast RFLP marker associated with the CMS cytoplasm 
of sugar beet (Beta vulgaris) . 
A; Reference number: Z18144 
A; Access ion: T14568 

A;Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A;Residues: 1-31 <RAN> 

A; Cross-references: EMBL:X87636; NID:g860887; PID:g860889 

C;Genetics : 

A; Genome: chloroplast 

A; Note: ycf7 

C; Keywords : chloroplast 



Query Match 12.8%; Score 5; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 4e+02; 



Matches 



5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



16 LLAAL 2 0 



Db 




RESULT 6 
A82451 

hypothetical protein VCA0500 [imported] - Vibrio cholerae (strain N16961 
serogroup 01) 

C; Species: Vibrio cholerae 

C;Date: 18-Aug-2000 #sequence_revision 20-Aug-2000 #text_change 02-Feb-2001 
C; Access ion: A82451 

R;Heidelberg, J.F.; Eisen, J. A.; Nelson, W.C.; Clayton, R.A.; Gwinn, M.L. ; 
Dodson, R.J.; Haft, D.H.; Hickey, E.K. ; Peterson, J.D.; Umayam, L.A. ; Gill, 
S.R.; Nelson, K.E.; Read, T.D.; Tettelin, H. ; Richardson, D. ; Ermolaeva, M.D. ; 
Vamathevan, J.; Bass, S.; Qin, H. ; Dragoi, I.; Sellers, P.; McDonald, L. ; 
Utterback, T. ; Fleishmann, R.D.; Nierman, W.C.; White, 0.; Salzberg, S.L.; 
Smith, H.O.; Colwell, R.R.; Mekalanos, J. J. ; Venter, J.C.; Fraser, CM. 
Nature 406, 477-483, 2000 

A; Title: DNA Sequence of both chromosomes of the cholera pathogen Vibrio 
cholerae . 

A;Reference number: A82035; MUID : 20406833 ; PMID : 10952301 
A;Accession: A82451 
A; Status: preliminary 
A; Molecule type: DNA 
A/Residues : 1-33 <HEI> 

A; Cross-references: GB:AE004381; GB : AE003853 ; NID : g9657902 ; PIDN : AAF96403 . 1 ; 
GSPDB:GN00127; TIGR:VCA0500 

A; Experimental source: serogroup 01; strain N16961; biotype El Tor 

C; Genetics: 

A; Gene: VCA0500 

A; Map position: 2 

Query Match 12.8%; Score 5; DB 2; Length 33; 

Best Local Similarity 100.0%; Pred. No. 4.3e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 6 DDAAF 10 



RESULT 7 
G97576 

hypothetical protein AGR_C_3308 [imported] - Agrobacterium tumefaciens (strain 
C58, Cereon) 

C; Species: Agrobacterium tumefaciens 

C;Date: 30-Sep-2001 #sequence__revision 30-Sep-2001 #text_change 18-Nov-2002 
C;Accession: G97576 

R;Goodner, B. ; Hinkle, G. ; Gattung, S.; Miller, N. ; Blanchard, M. ; Qurollo, B. ; 
Goldman, B.S.; Cao, Y. ; Askenazi, M. ; Hailing, C. ; Mullin, L. ; Houmiel, K. ; 
Gordon, J.; Vaudin, M.; Iartchouk, 0.; Epp, A.; Liu, P.; Wollam, C. ; Allinger, 
M.; Doughty, D. ; Scott, C. ; Lappas, C; Markelz, B.; Flanagan, C. ; Crowell, C. ; 
Gurson, J. ; Lomo, C. ; Sear, C; Strub, G.; Cielo, C; Slater, S. 
Science 294, 2323-2328, 2001 



Db 




A; Title : Genome Sequence of the Plant Pathogen and Biotechnology Agent 
Agrobacterium tumefaciens C58. 

A;Reference number: A97359; MUID: 21608551 ; PMID : 11743194 
A; Accession : G97576 
A; Status : preliminary 
A;Molecule type: DNA 
A; Residues : 1-38 <KUR> 

A; Cross -references: GB:AE007869; PIDN : AAK87568 . 1 ; PID : gl5156908 ; GSPDB :GN00169 

C; Genetics : 

A; Gene: AGR__C_3308 

A; Map position: circular chromosome 

Query Match 12.8%; Score 5; DB 2/ Length 38; 

Best Local Similarity 100.0%; Pred. No. 4.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 32 KLLVL 36 

Mill 

Db 16 KLLVL 20 



RESULT 8 
T14210 

NADH2 dehydrogenase (ubiquinone) (EC 1.6.5.3) chain ^1 - Uromastyx acanthinurus 
mitochondrion (fragment) 

C; Species: mitochondrion Uromastyx acanthinurus 

C;Date: 20-Sep-1999 #sequence_revision 20-Sep-1999 #text_change 03-Jun-2002 
C;Accession: T14210 

R;Macey, J.R.; Larson, A.; Ananjeva, N.B.; Fang, Z.; Papenfuss, T.J. 
Mol. Biol. Evol. 14, 91-104, 1997 

A;Title: Two novel gene orders and the role of light-strand replication in 
rearrangement of the vertebrate mitochondrial genome. 
A;Reference number: Z17789; MUID: 97153826 ; PMID: 9000757 
A;Accession: T14210 

A; Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A; Residues: 1-28 <MAC> 

A; Cross-references: EMBL:U71325; NID:gl753264 ; PID:gl753265 ; PIDN : AAC62247 . 1 
A; Experimental source: specimen voucher MVZ162567; Museum of Vertebrate Zoology, 
University of California at Berkeley 
C; Genetics : 

A ; Genome : mitochondrion 
A; Note: ND1 

C;Superfamily: NADH dehydrogenase (ubiquinone) chain 1 

C; Keywords: membrane-associated complex; mitochondrion; NAD; oxidative 

phosphorylation; oxidoreductase; respiratory chain 

Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 17 LAAL 20 

I I I I 

Db 20 LAAL 23 



RESULT 9 



S21278 

glutathione transferase (EC 2.5.1.18) alpha-Yx - rat (fragment) 

N;Alternate names: glutathione S-transf erase Yx; glutathione transferase Yfetus 

C; Species: Rattus norvegicus (Norway rat) 

C;Date: 22-Nov-1993 #sequence_revision 30-Jan-1998 #text_change 30-Jan-1998 
C;Accession: S21278 

R;lgarashi, T. ; Tsuchiya, T. ; Shikata, Y . ; Sagami, F. ; Tagaya, 0.; Horie, T. ; 
Satoh, T. 

Biochem. J. 283, 307-311, 1992 

A; Title: Developmental aspects of a unique glutathione S-transf erase subunit Yx 

in the liver cytosol from rats with hereditary hyperbilirubinuria . Comparison 

with rat fetal liver transferase subunit Yfetus. 

A;Reference number: S21278; MUID: 92231842; PMID: 1567376 

A /Access ion: S21278 

A;Molecule type: protein 

A;Residues: 1-28 <IGA> 

C;Superfamily : glutathione transferase 

C;Keywords: dimer; liver; transferase 

Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLAA 19 

I I I I 

Db 21 LLAA 24 



RESULT 10 
B35948 

phospholipase A2 (EC 3.1.1.4) 2 - black-banded coral snake (fragment) 
C; Species: Micrurus nigrocinctus (black-banded coral snake) 

C;Date: 14-Dec-1990 #sequence_revision 14-Dec-1990 #text_change 12-Apr-1995 
C;Accession: B35948 

R;Mochca-Morales, J.; Martin, B.M.; Zamudio, F.Z.; Possani, L.D. 
Toxicon 28, 616-617, 1990 

A;Title: Isolation and characterization of three toxic phospholipases from the 

venom of the coral snake Micrurus nigrocinctus. 

A; Reference number: A3 5 94 8 

A; Access ion: B35948 

A; Status : prel iminary 

A; Molecule type: protein 

A;Residues: 1-28 <MOC> 

C;Superfamily: phospholipase A2 

C; Keywords: carboxylic ester hydrolase 

Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0 

Qy 23 RHWL 26 

I I I I 

Db 15 RHWL 18 



RESULT 11 
A56366 



intestinal trefoil factor - rat (fragment) 
C;Species: Rattus norvegicus (Norway rat) 

C;Date: 02-Jul-1996 #sequence__revision 02-Jul-1996 #text_change 16-Jul-1999 
C; Access ion: A56366 

R,-Sands, B.E.; Ogata, H.; Lynch -Devaney, K. ; deBeaumont, M. ; Ezzell, R.M.; 
Podolsky, D.K. 

J. Biol. Chem. 270, 9353-9361, 1995 

A; Title: Molecular cloning of the rat intestinal trefoil factor gene. 
Characterization of an intestinal goblet cell-associated promoter. 
A;Reference number: A56366; MUID: 95238450; PMID:7721858 
A;Accession: A56366 

A;Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A; Residues: 1-28 <RES> 

A; Cross-references : EMBL:U20984; NID:g930338; PIDN : AAB01063 . 1 ; PID:g930339 
C;Superfamily : secretory protein xPl; trefoil homology 
C; Keywords: intestine 

Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 33 LLVL 36 

I I II 

Db 11 LLVL 14 



RESULT 12 
PH0231 

T-cell receptor Vb CDR3, carrier PBL Vb 6 . sbt - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 10-Mar-1994 #sequence_revision 28-Oct-1994 #text_change 30-May-1997 
C; Access ion: PH0231 

R;Hara, H. ; Morita, M.; Iwaki, T.; Hatae, T. ; Itoyama, Y.; Kitamoto, T. ; 
Akizuki, S.; Goto, I.; Watanabe, T. 
submitted to JIPID, June 1994 

A; Description: Detection of HTLV-I proviral DNA and analysis of T cell receptor 

Vb CDR3 sequences in spinal cord lesions of HTLV-I associated 

myelopathy/Tropical spastic paraparesis. 

A; Reference number: PH0227 

A; Accession: PH0231 

A; Molecule type: mRNA 

A; Residues: 1-28 <HAR> 

A; Experimental source: spinal cord 

C ; Genet ics : 

A ; Map position: 7 

C;Superfamily: immunoglobulin V region; immunoglobulin homology 
C ; Keywords : receptor 

Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 33 LLVL 36 

I I I I 

Db 20 LLVL 23 



RESULT 13 
T06925 

hypothetical protein L - Cyanophora paradoxa cyanelle 
C; Species: cyanelle Cyanophora paradoxa 

C;Date: 30-Apr-1999 #sequence_revision 30-Apr-1999 #text_change 08-Oct-1999 
C;Accession: T06925 

R;Stirewalt, V.L. ; Michalowski, C.B.; Luffelhardt, W. ; Bohnert , H.J.; Bryant, 
D.A. 

submitted to the EMBL Data Library, July 1995 

A;Description: Nucleotide sequence of the cyanelle genome from Cyanophora 
paradoxa . 

A; Reference number: Z1584 0 
A; Access ion: T06925 

A; Status: preliminary; translated from GB/EMBL/DDBJ 
A /Molecule type: DNA 
A;Residues: 1-28 <STI> 

A; Cross-references: EMBL: U3 0821 ; NID : gl016083 ; PIDN : AAA81268 . 1 ; PID:gl016181 

A /Experimental source: strain Pringsheim LB55 

C;Genetics: 

A; Gene: petL 

A ; Genome : cy ane 1 1 e 

C; Keywords: cyanelle 

Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0 



Qy 2 LALA 5 

MM 

Db 14 LALA 17 



RESULT 14 
JQ1035 

hypothetical 3.2K protein (type I IGFR 5' region) - human 
C;Species: Homo sapiens (man) 

C;Date: 16-Jul-1999 #sequence_revision 16-Jul-1999 #text_change 16-Jul-1999 
C; Accession: JQ1035 

R;Cooke, D.W.; Bankert, L.A. ; Roberts Jr., C.T.; LeRoith, D. ; Casella, S.J. 
Biochem. Biophys. Res. Commun. 177, 1113-1120, 1991 

A; Title: Analysis of the human type I insulin-like growth factor receptor 
promoter region. 

A;Reference number: PQ0159; MUID: 91282751 ; PMID:1711844 
A;Accession: JQ1035 
A; Status: preliminary 
A;Molecule type: DNA 
A;Residues: 1-28 <COO> 



Query Match 10.3%; Score 4; DB 2; Length 28; 

Best Local Similarity 100.0%; Pred. No. 3.2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0 



Qy 5 ADDA 8 

MM 

Db 3 ADDA 6 



RESULT 15 
E47719 

house-dust-mite-reactive T-cell receptor beta chain (CD4+ clone DE26, V(D)J 
junctional region) - human (fragment) 
C;Species: Homo sapiens (man) 

C;Date: 16-Feb-1994 #sequence_revision 18-Nov-1994 #text_change 30-May-1997 
C;Accession: E47719 

R;Wedderburn # . L.R.; O'Hehir, R.E.; Hewitt, C.R.; Lamb # J.R.; Owen, M.J. 
Proc. Natl. Acad. Sci. U.S.A. 90, 8214-8218, 1993 

A; Title: In vivo clonal dominance and limited T-cell receptor usage in human 

CD4+ T-cell recognition of house dust mite allergens. 

A;Reference number: A47719; MUID: 93376774 ; PMID: 8367485 

A; Accession: E47719 

A; Status : preliminary 

A;Molecule type: nucleic acid 

A; Residues : 1-29 <WED> 

A;Note: sequence extracted from NCBI backbone (NCBIN: 137825, NCBIP : 137831) 
C;Superfamily: immunoglobulin V region,- immunoglobulin homology 
C; Keywords: T-cell receptor 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 33 LLVL 36 

I I I I 

Db 22 LLVL 25 



RESULT 16 
S58390 

T-cell receptor beta-chain Vb6-Jb2.5 - mouse (fragment) 
C; Species: Mus musculus (house mouse) 

C;Date: 29-Nov-1995 #sequence_revision 01-Mar-1996 #text_change 23-Jul-1999 
C; Accession: S583 90 

R; Johnston, S.L.; Strausbauch, M . ; Sarkar, G. ; Wettstein, P.J. 
Nucleic Acids Res. 23, 3074-3075, 1995 

A; Title: A novel method for sequencing members of mult i -gene families. 
A;Reference number: S58384; MUID: 95388532 ; PMID: 7659534 
A; Access ion: S583 90 

A;Status: preliminary; nucleic acid sequence not shown 
A; Molecule type: mRNA 
A;Residues: 1-29 <J0H> 

A; Cross-references : EMBL:U20304; NID:g663131; PIDN: AAA62251 . 1; PID:g663132 
A;Note: the nucleotide sequence was submitted to the EMBL Data Library, January 
1995 

A; Note : only a part of the coding sequence is given 
C;Superfamily: immunoglobulin V region; immunoglobulin homology 
C; Keywords: T-cell receptor 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 33 LLVL 36 

I I I I 



Db 



26 LLVL 2 9 



RESULT 17 
137534 

gene HLA-DRB protein - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: Ol-Nov-1996 #sequence_revision Ol-Nov-1996 #text_change 23-Jul-1999 
C; Access ion: 137534 

R;Louis, P.; Eliaou, J.F.; Kerlan-Candon, S.; Pinet, V.; Vincent, R.; Clot, J. 
Immunogenetics 38, 21-26, 1993 

A; Title: Polymorphism in the regulatory region of HLA-DRB genes correlating with 
haplotype evolution. 

A;Reference number: 137300; MUID: 93216303 ; PMID: 8462990 
A; Accession : 137534 

A;Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A;Residues: 1-29 <RES> 

A; Cross-references: EMBL:X65585; NID:g296296; PIDN : CAA46544 . 1 ; PID:g296297 

C; Genetics : 

A; Gene: HLA-DRB 

C;Superfamily: class II histocompatibility antigen; immunoglobulin homology 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I I I 

Db 26 LALA 29 



RESULT 18 
137535 

gene HLA-DRB protein - human (fragment) 
C;Species: Homo sapiens (man) 

C;Date: Ol-Nov-1996 #sequence_revision Ol-Nov-1996 #text_change 23-Jul-1999 
C; Access ion: 137535 

R;Louis, P.; Eliaou, J.F.; Kerlan-Candon, S.; Pinet, V.; Vincent, R.; Clot, J. 
Immunogenetics 38, 21-26, 1993 

A; Title: Polymorphism in the regulatory region of HLA-DRB genes correlating with 
haplotype evolution. 

A;Reference number: 137300; MUID: 93216303 ; PMID : 8462990 
A;Accession: 137535 

A;Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A;Residues: 1-29 <RES> 

A; Cross -references: EMBL:X65586; NID:g296298; PIDN : CAA4 6545 . 1 ; PID:g296299 

C; Genetics : 

A; Gene: HLA-DRB 

C; Super family: class II histocompatibility antigen; immunoglobulin homology 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



2 LALA 5 



I II I 

Db 26 LALA 29 



RESULT 19 
137536 

MHC class II histocompatibility antigen HLA-DRB1*0401 - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 06-Sep-1996 #sequence_revision 06-Sep-1996 #text_change 23-Jul-1999 
C; Access ion: 137536 

R;Louis, P.; Eliaou, J.F.; Kerlan-Candon , S.; Pinet, V.; Vincent, R. ; Clot, J. 
Immunogenetics 38, 21-26, 1993 

A; Title: Polymorphism in the regulatory region of HLA-DRB genes correlating with 
haplotype evolution. 

A/Reference number: 137300; MUID: 93216303 ; PMID: 8462990 
A; Accession : 137536 

A; Status : preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A;Residues: 1-29 <RES> 

A; Cross-references: EMBL:X65587; NID:g296300; PIDN : CAA46546 . 1 ; PID:g296301 
C;Superfamily: class II histocompatibility antigen; immunoglobulin homology 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 2 LALA 5 

I I II 

Db 26 LALA 29 



RESULT 20 
137301 

MHC class II histocompatibility antigen HLA-DR beta-3 - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 07-Jun-1996 #sequence_revision 07-Jun-1996 #text_change 23-Jul-1999 
C;Accession: 137301; 137302 

R;Louis, P.; Eliaou, J.F.; Kerlan-Candon, S.; Pinet, V.; Vincent, R. ; Clot, J. 
Immunogenetics 38, 21-26, 1993 

A; Title: Polymorphism in the regulatory region of HLA-DRB genes correlating with 
haplotype evolution. 

A;Reference number: 137300; MUID : 93216303 ; PMID:8462990 
A; Access ion: 137301 

A; Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A ; Residues: 1-29 <RES> 

A; Cross-references: EMBL:X65558; NID:g296268; PIDN: CAA4 6528 . 1 ; PID:g296269 
A;Note: this allele is designated DRB3*0101 
A; Accession: 1373 02 

A;Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A;Residues: 1-29 <RE2> 

A; Cross-references: EMBL:X65559; NID:g296270; PIDN : CAA46529 . 1 ; PID:g296271 
A;Note: this allele is designated DRB3*0201 

C;Superfamily: class II histocompatibility antigen; immunoglobulin homology 



Query Match 



10.3%; Score 4; DB 2; Length 29; 



Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 17 LAAL 20 

I I I I 

Db 12 LAAL 15 



RESULT 21 
137303 

HLA-DR beta - human (fragment) 
C;Species: Homo sapiens (man) 

C;Date: 07-Jun-1996 #sequence_revision 07-Jun-1996 #text_change 23-Jul-1999 
C;Accession: 137303; 137305 

R;Louis, P.; Eliaou, J.F.; Kerlan-Candon, S.; Pinet, V.; Vincent, R. ; Clot, J. 
Immunogenetics 38, 21-26, 1993 

A; Title: Polymorphism in the regulatory region of HLA-DRB genes correlating with 
haplotype evolution. 

A;Reference number: 137300; MUID: 93216303 ; PMID:8462990 
A; Accession : 1373 03 

A;Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A; Residues: 1-29 <RES> 

A; Cross -references: EMBL:X64544; NID:g296276 ; PIDN : CAA45842 . 1 ; PID:g296277 
A;Accession: 137305 

A; Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A; Residues: 1-29 <RE2> 

A; Cross-references : EMBL:X64548; NID:g296280; PIDN: CAA45846 . 1 ; PID:g296281 

C; Genetics : 

A; Gene: GDB : HLA-DRB 5 

A; Cross -references : GDB: 125658 

A ; Map position: 6p21 . 3-6p21 . 3 

C; Super family: class II histocompatibility antigen; immunoglobulin homology 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I I I 

Db 26 LALA 29 



RESULT 22 
137306 

HLA-DR beta - human (fragment) 
C; Species: Homo sapiens (man) 

C;Date: 07-Jun-1996 #sequence_revision 07-Jun-1996 #text_change 23-Jul-1999 
C; Accession: 137306 

R;Louis, P.; Eliaou, J.F.; Kerlan-Candon, S.; Pinet, V.; Vincent, R.; Clot, J. 
Immunogenetics 38, 21-26, 1993 

A; Title: Polymorphism in the regulatory region of HLA-DRB genes correlating with 
haplotype evolution. 

A;Reference number: 137300; MUID : 93216303 ; PMID: 8462990 
A; Access ion: 1373 06 

A; Status: preliminary; translated from GB/EMBL/DDBJ 



A; Molecule type: DNA 
A;Residues: 1-29 <RES> 

A; Cross-references: EMBL:X64549; NID:g296282; PIDN: CAA45847 . 1 ; PID:g296283 
C; Super family: class II histocompatibility antigen; immunoglobulin homology 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 2 LALA 5 

I II I 

Db 26 LALA 29 



RESULT 23 
S78326 

conserved hypothetical protein 29 - Odontella sinensis chloroplast 
C; Species: chloroplast Odontella sinensis 

C;Date: 17-Feb-1998 #sequence_revision 26-Feb-1998 #text_change 24-Apr-1998 
C;Accession: S78326 

R ; Kowallik, K.V. ; Stoebe, B.; Schaffran, I.; Kroth-Pancic, P.; Freier, U. 
Plant Mol. Biol. Rep. 13, 336-342, 1995 

A; Title: The Chloroplast Genome of a chlorophyll a+c- containing Alga, Odontella 
sinensis . 

A; Reference number: S78238 
A; Access ion: S78326 

A;Status: preliminary; nucleic acid sequence not shown; translation not shown 
A; Molecule type: DNA 
A;Residues: 1-29 <KOW> 

A; Cross-references: EMBL:Z67753; NID : gll85127 ; PID:e211871; PID:gll85216 
A;Note: the nucleotide sequence was submitted to the EMBL Data Library, November 
1995 

C; Genetics : 
A; Gene: ycf6 
A;Genome: chloroplast 
C; Keywords : chloroplast 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 1 SLAL 4 

I I I I 

Db 18 SLAL 21 



RESULT 24 
S16323 

hypothetical protein - Arabidopsis thaliana 

C; Species: Arabidopsis thaliana (mouse-ear cress) 

C;Date: 21-Nov-1993 #sequence_revision 12-May-1995 #text_change 21-Jul-2000 
C;Accession: S16323 

R;Ruberti, I.; Sessa, G-; Lucchetti, S.; Morelli, G. 
EMBO J. 10, 1787-1791, 1991 

A; Title: A novel class of plant proteins containing a homeodomain with a closely 
linked leucine zipper motif. 

A;Reference number: S16323; MUID: 91266907 ; PMID: 1675603 



A;Accession: S16323 

A;Status: translation not shown 

A; Molecule type: mRNA 

A; Residues : 1-29 <RUB> 

A; Cross-references: EMBL:X58821; NID:gl6327; PIDN: CAA41623 . 1; PID:gl6328 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 14 ARLL 17 

I I I I 

Db 13 ARLL 16 



RESULT 25 
S78714 

protein YDR524w-a - yeast {Saccharomyces cerevisiae) 
C; Species: Saccharomyces cerevisiae 

C;Date: 15-Jan-1999 #sequence_revision 15-Jan-1999 #text_change 15-Jan-1999 
C;Accession: S78714 
R;Dietrich, F.S. 

submitted to the EMBL Data Library, August 1995 

A;Description: The sequence of S. cerevisiae cosmids 8166, 9787, 9717, and 
lambda 3 073. 

A; Reference number: S69553 
A;Accession: S78714 
A; Status : preliminary 
A; Molecule type: DNA 
A;Residues: 1-29 <DIE> 

A; Cross-references: EMBL:U33057; MIPS : YDR524w-a 

C; Genetics: 

A; Map position: 4R 

Query Match 10.3%; Score 4; DB 2; Length 29; 

Best Local Similarity 100.0%; Pred. No. 3.3e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 33 LLVL 36 

I I I I 

Db 26 LLVL 2 9 



RESULT 26 1 
S21195 

spectrin beta chain - pig 

C;Species: Sus scrofa domestica (domestic pig) 

C;Date: 19-Mar-1997 #sequence_revision 19-Mar-1997 #text_change 31-Oct-1997 
C;Accession: S21195 

R;Frappier, T. ; Derancourt, J.; Pradel, L.A. 
Eur. J. Biochem. 205, 85-91, 1992 

A ; Title: Actin and neurofilament binding domain of brain spectrin beta subunit. 

A;Reference number: S21195; MUID: 92209538 ; PMID: 1555607 

A;Accession: S21195 

A; Status : prel iminary 

A; Molecule type: protein 

A; Residues: 1-30 <FRA> 



C; Super family : dystrophin; alpha -act in in actin-binding domain homology; 
spectrin/dystrophin repeat homology; WW repeat homology 

Query Match 10.3%; Score 4; DB 2; Length 30; 

Best Local Similarity 100.0%; Pred. No. 3.4e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 3 ALAD 6 

II I I 

Db 1 ALAD 4 



RESULT 27 
S30333 

N-carbamoyl-D-amino acid amidohydrolase (EC 3.5.-.-) - Comamonas sp. (fragment) 
C; Species : Comamonas sp . 

C;Date: 19-Mar-1997 #sequence_revision 24-Oct-1998 #text_change 26-May-2000 
C; Access ion: S3 0333 

R;Ogawa, J.; Shimizu, S.; Yamada, H. 
Eur. J. Biochem. 212, 685-691, 1993 

A; Title: N- carbamoyl -D-amino acid amidohydrolase from Comamonas sp. E222c. 
Purification and characterization. 

A;Reference number: S30333; MUID: 93215645 ; PMID: 8462543 

A; Access ion: S3 033 3 

A; Molecule type: protein 

A; Residues: 1-30 <OGA> 

A; Experimental source: strain E222c 

C; Function: 

A;Description: amidohydrolase with strict specificity for the D-form and strict 
substrate specificity for N-carbamoyl-D-amino acids, no reaction with substrates 
like N-carbamoyl-beta-alanine or N-carbamoyl -DL-aspartate 
C;Superfamily: hypothetical protein YLR351c 
C; Keywords : hydrolase 

Query Match 10.3%; Score 4; DB 2; Length 30; 

Best Local Similarity 100.0%; Pred. No. 3.4e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 15 RLLA 18 

II I I 

Db 26 RLLA 29 



RESULT 28 
E84786 

hypothetical protein At2g36940 [imported] - Arabidopsis thaliana 
C; Species: Arabidopsis thaliana (mouse-ear cress) 

C;Date: 02-Feb-2001 #sequence_revision 02-Feb-2001 #text_change 02-Feb-2001 
C; Access ion: E84786 

R;Lin, X. ; Kaul , S.; Rounsley, S.D.; Shea, T.P.; Benito, M.I.; Town, CD.; 
Fujii, C.Y.; Mason, T.M.; Bowman, C.L.; Barnstead, M.E.; Feldblyum, T.V.; Buell, 
C.R.; Ketchum, K.A. ; Lee, J.J.; Ronning, CM. ; Koo, H.; Moffat, K.S.; Cronin, 
L.A.; Shen, M. ,- VanAken, S.E.; Umayam, L. ; Tallon, L.J. ; Gill, J.E.; Adams, 
M.D.; Carrera, A. J. ; Creasy, T.H. ; Goodman, H.M.; Somerville, C.R.; Copenhaver, 
G.P.; Preuss, D. ; Nierman, W.C.; White, 0.; Eisen, J. A.; Salzberg, S.L.; Fraser, 
CM. ; Venter, J.C 
Nature 402, 761-768, 1999 



A; Title: Sequence and analysis of chromosome 2 of the plant Arabidopsis 
thaliana. 

A;Reference number: A84420; MUID: 20083487 ; PMID: 10617197 
A; Accession: E84786 
A; Status : preliminary 
A; Molecule type: DNA 
A; Residues: 1-30 <STO> 

A; Cross-references: GB:AE002093; NID:g4883610; PIDN:AAD31579 . 1 ; GSPDB : GN00139 

C; Genetics: 

A; Gene: At2g3694 0 

A; Map position: 2 

Query Match 10.3%; Score 4; DB 2; Length 30; 

Best Local Similarity 100.0%; Pred. No. 3.4e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 1 SLAL 4 

I I I I 

Db 9 SLAL 12 



RESULT 2 9 
PH0236 

T-cell receptor Vb CDR3 , Ctr2 TCR Vbl2 CDR 3aa.sbt - human (fragment) 
C;Species: Homo sapiens (man) 

C;Date: 10-Mar-1994 #sequence_revision 28-Oct-1994 #text_change 09-May-1997 
C; Accession: PH0236 

R;Hara, H.; Morita, M. ; iwaki, T. ; Hatae, T. ; Itoyama, Y.; Kitamoto, T.; 
Akizuki, S.; Goto, I.; Watanabe, T. 
submitted to JIPID, June 1994 

A; Description: Detection of HTLV-I proviral DNA and analysis of T cell receptor 

Vb CDR3 sequences in spinal cord lesions of HTLV-I associated 

myelopathy/Tropical spastic paraparesis. 

A; Reference number: PH0227 

A .-Accession: PH023 6 

A; Molecule type: mRNA 

A;Residues: 1-31 <HAR> 

A; Experimental source: spinal cord 

C; Genetics : 

A; Map position: 7 

C;Superfamily : immunoglobulin V region; immunoglobulin homology 
C ; Keywords : receptor 

Query Match 10.3%; Score 4; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 3.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 33 LLVL 36 

I I I I 

Db 23 LLVL 26 



RESULT 3 0 
148082 

mitochondrial benzodiazepine receptor - Chinese hamster (fragment) 
C; Species: Cricetulus griseus (Chinese hamster) 

C;Date: 02-Jul-1996 #sequence_revision 02-Jul-1996 #text_change 29-Sep-1999 



C; Accession: 148 082 

R;Yakovlev, A.G. ; Ruffo, M. ; Jurka , J.; Krueger, K.E. 
Gene 155, 201-205, 1995 

A; Title : Comparison of repetitive elements in the third intron of human and 
rodent mitochondrial benzodiazepine receptor-encoding genes. 
A;Reference number: 138724; MUID: 95237610 ; PMID: 7721091 
A;Accession: 148082 

A;Status: preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A;Residues: 1-31 <RES> 

A; Cross-references: EMBL: U12420 ; NID:g529943; PIDN : AAA83251 . 1 ; PID:gl039378 
C; Genetics : 
A; Gene: MBR 
A;Introns: 13/3 

C; Super family: peripheral -type benzodiazepine receptor 
C; Keywords : mitochondrion 

Query Match 10.3%; Score 4; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 3.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 3 ALAD 6 

I I I I 

Db 14 ALAD 17 



RESULT 31 
S76281 

hypothetical protein - Synechocystis sp. (strain PCC 6803) 
C;Species: Synechocystis sp. 
A;Variety: PCC 6803 

C;Date: 25-Apr-1997 #sequence_revision 25-Apr-1997 #text_change 08-Oct-1999 
C; Access ion: S76281 

R;Kaneko, T. ; Sato, S. ; Kotani, H. ; Tanaka, A.; Asamizu, E. ; Nakamura, Y. ; 
Miyajima, N. ; Hirosawa, M.; Sugiura, M. ; Sasamoto, S.; Kimura, T. ; Hosouchi, T. ; 
Matsuno, A.; Muraki, A.; Nakazaki, N . ; Naruo, K. ; Okumura, S.; Shimpo, S.; 
Takeuchi, C. ; Wada, T. ; Watanabe, A.; Yamada, M. ; Yasuda, M. ; Tabata, S. 
DNA Res. 3, 109-136, 1996 

A; Title: Sequence analysis of the genome of the unicellular cyanobacterium 
Synechocystis sp. PCC6803. II. Sequence determination of the entire genome and 
assignment of potential protein-coding regions. 
A;Reference number: S74322; MUID: 97061201; PMID: 8905231 
A; Access ion: S76281 
A; Status : preliminary 
A; Molecule type: DNA 
A;Residues: 1-31 <KAN> 

A; Cross -references: EMBL:D64000; GB:AB001339; NID : gl001484 ; PIDN : BAA10133 . 1 ; 
PID:dl010784; PID:gl673336 

A; Note: the nucleotide sequence was submitted to the EMBL Data Library, June 
1996 

Query Match 10,3%; Score 4; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 3.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



9 AFRE 12 
I I I I 



Db 



22 AFRE 25 



RESULT 32 
S74965 

photosystem I reaction center chain psaM - Synechocystis sp. (strain PCC 6803) 
N;Alternate names: protein smr0005 
C; Species: Synechocystis sp. 
A;Variety: PCC 6803 

C;Date: 25-Apr-1997 #sequence_revision 25-Apr-1997 #text_change 08-Oct-1999 
C; Accession: S74965 

R;Kaneko, T. ; Sato, S.; Kotani, H. ; Tanaka, A.; Asamizu, E.; Nakamura, Y.; 
Miyajima, N. ; Hirosawa, M. ,* Sugiura, M. ; Sasamoto, S.; Kimura, T. ; Hosouchi, T 
Matsuno, A.; Muraki, A.; Nakazaki, N. ; Naruo, K. ; Okumura, S.; Shimpo, S.; 
Takeuchi, C. ; Wada, T. ; Watanabe, A.; Yamada, M. ; Yasuda, M. ; Tabata, S. 
DNA Res. 3 # 109-136, 1996 

A; Title: Sequence analysis of the genome of the unicellular cyanobacterium 
Synechocystis sp. PCC6803. II. Sequence determination of the entire genome and 
assignment of potential protein-coding regions. 
A;Reference number: S74322; MUID: 97061201 ; PMID:8905231 
A;Accession: S74965 

A;Status: nucleic acid sequence not shown; translation not shown 
A; Molecule type: DNA 
A;Residues: 1-31 <KAN> 

A; Cross-references : EMBL:D90902; GB:AB001339; NID : gl652027 ; PIDN: BAA17005 . 1 ; 
PID:dl017738; PID:gl652080 

A;Note: the nucleotide sequence was submitted to the EMBL Data Library, June 
1996 

C; Genetics : 
A; Gene : psaM 

Query Match 10.3%; Score 4; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 3.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0 



Qy 17 LAAL 20 

I I I I 

Db 9 LAAL 12 



RESULT 33 
D82827 

hypothetical protein XF0271 [imported] - Xylella fastidiosa (strain 9a5c) 
C; Species: Xylella fastidiosa 

C;Date: 18-Aug-2000 #sequence_revision 20-Aug-2000 #text_change 20-Aug-2000 
C; Access ion: D82827 

R; anonymous, The Xylella fastidiosa Consortium of the Organization for 
Nucleotide Sequencing and Analysis, Sao Paulo, Brazil. 
Nature 406, 151-157, 2000 

A; Title: The genome sequence of the plant pathogen Xylella fastidiosa. 

A;Reference number: A82515; MUID: 20365717; PMID: 10910347 

A;Note: for a complete list of authors see reference number A59328 below 

A;Accession: D82827 

A; Status: preliminary 

A; Molecule type: DNA 

A,-Residues: 1-31 <SIM> 



A; Cross-references: GB:AE003880; GB:AE003849; NID :g9105080 ; PIDN : AAF83 084 , 1 ; 

GSPDB:GN00128; XFSC:XF0271 

A; Experimental source: strain 9a5c 

R;Simpson, A.J.G.; Reinach, F.C.; Arruda, P.; Abreu, F.A.; Acencio, M. ; 
Alvarenga, R.; Alves, L.M.C.; Araya, J.E.; Baia, G.S.; Baptista, C.S.; Barros , 
M.H.; Bonaccorsi, E.D.; Bordin, S.; Bove, J.M. ; Briones, M.R.S.; Bueno, M.R.P.; 
Camargo, A.A. ; Camargo, L.E.A.; Carraro, D.M. ; Carrer, H. ; Colauto, N.B.; 
Colombo, C; Costa, F.F.; Costa, M.C.R.; Costa-Neto, CM. ; Coutinho, L.L.; 
Cristofani, M. ; Dias-Neto, E.; Docena, C; El-Dorry, H. ; Facincani, A.P.; 
Ferreira, A.J.S. 
submitted to GenBank, June 2000 

A; Authors : Ferreira, V.C.A.; Ferro, J. A. ; Fraga, J.S.; Franca, S.C.; Franco, 
M.C.; Frohme, M. ,- Furlan, L.R.; Gamier, M . ; Goldman, G.H.; Goldman, M.H.S.; 
Gomes, S.L.; Gruber, A.; Ho, P.L.; Hoheisel, J.D.; Junqueira, M.L.; Kemper, 
E.L.; Kitajima, J. P.; Krieger, J.E.; Kuramae, E.E.; Laigret, F.; Lambais, M.R.; 
Leite, L.C.C.; Lemos, E.G.M. ; Lemos, M.V.F.; Lopes, S.A.; Lopes, C.R.; Machado, 
J. A.; Machado, M.A.; Madeira, A.M.B.N.; Madeira, H.M.F.; Marino, C.L.; Marques, 
M. V. ; Martins, E.A.L. 

A, -Authors: Martins, E.M.F.; Matsukuma, A.Y.; Menck, C.F.M.; Miracca, E.C.; 
Miyaki, C.Y.; Monteiro-Vitorello , C.B.; Moon, D.H.; Nagai, M.A. ; Nascimento, 

A. L.T.O.; Net to, L.E.S.; Nhani Jr., A.; Nobrega, F.G.; Nunes, L.R.; Oliveira, 
M.A.; de Oliveira, M.C.; de Oliveira, R.C.; Palmieri, D.A.; Paris, A.; Peixoto, 

B. R.; Pereira, G.A.G.; Pereira Jr., H.A. ; Pesquero, J.B.; Quaggio, R.B.; 
Roberto, P.G.; Rodrigues, V.; Rosa, A.J. de M. ; de Rosa Jr., V.E.; de Sa, R.G.; 
Santelli, R.V.; Sawasaki, H.E. 

A;Authors: da Silva, A.C.R.; da Silva, F.R. ; da Silva, A.M.; Silva Jr., W.A. ; da 
Silveira, J.F.; Silvestri, M.L.Z.; Siqueira, W.J.; de Souza, A.A. ; de Souza, 
A. P.; Terenzi, M.F.; Truffi, D. ; Tsai, S.M.; Tsuhako, M.H.; Vallada, H.; Van 
Sluys, M.A.; Verjovski -Almeida, S.; Vettore, A.L.; Zago, M.A.; Zatz, M.; 
Meidanis, J.; Setubal, J.C. 
A; Reference number: A59328 
A; Contents : annotation 
C; Genetics : 
A; Gene: XF0271 

Query Match 10.3%; Score 4; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 3.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 1 SLAL 4 

I I I I 

Db 23 SLAL 26 



RESULT 34 
T07290 

photosystem I protein psaM - Chlorella vulgaris chloroplast 
C; Species: chloroplast Chlorella vulgaris 

C;Date: 14-May-1999 #sequence_revision 14-May-1999 #text_change 21-Jul-2000 
C; Access ion: T072 90 

R;Wakasugi, T. ; Nagai, T.; Kapoor, M. ; Sugita, M. ; Ito, M. ; Ito, S.; Tsudzuki, 
J.; Nakashima, K. ; Tsudzuki, T. ; Suzuki, Y. ; Hamada, A.; Ohta, T. ; Inamura, A. ; 
Yoshinaga, K. ; Sugiura, M. 

Proc. Natl. Acad. Sci. U.S.A. 94, 5967-5972, 1997 

A; Title: Complete nucleotide sequence of the chloroplast genome from the green 
alga Chlorella vulgaris: the existence of genes possibly involved in chloroplast 
division. 



A;Reference number: Z15985; MUID: 97303241 ; PMID: 9159184 
A;Accession: T07290 

A/Status : preliminary; translated from GB/EMBL/DDBJ 
A; Molecule type: DNA 
A;Residues: 1-31 <WAK> 

A; Cross-references : EMBL : ABO 0 1684; NID:g2224352; PIDN : BAA57938 . 1 ; PID:g2224454 

C; Genetics : 

A; Gene: psaM 

A; Genome : chloroplast 

C; Keywords: chloroplast; membrane-associated complex; photosynthesis; 
photosystem I ; thylakoid 

Query Match 10.3%; Score 4; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 3 . 5e+03 ; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I I I 

Db 14 LALA 17 



RESULT 35 
D61014 

defensin NP-1 - rat 

N;Alternate names: cationic cysteine-rich peptide R-4 
C; Species: Rattus norvegicus (Norway rat) 

C;Date: 31-Dec-1993 #sequence_revision 31-Dec-1993 #text_change 17-Mar-1999 
C;Accession: D61014; A60113 

R;Belcourt, D. ; Singh, A.; Bateman, A.; Lazure, C. ; Solomon, S.; Bennett, H.P.J. 
Regul. Pept. 40, 87-100, 1992 

A;Title: Purification of cationic cystine-rich peptides from rat bone marrow. 
Primary structures and biological activity of the rat corticostatin family of 
peptides . 

A;Reference number: A61014; MUID: 93067247 ; PMID: 1332140 

A; Accession : D61014 

A; Molecule type: protein 

A; Residues : 1-32 <BEL> 

R; Eisenhauer , P.B.; Harwig, S.L.; Szklarek, D. ; Ganz, T. ; Selsted, M.E.; Lehrer, 
R.I . 

Infect. Immun. 57, 2021-2027, 1989 

A; Title: Purification and antimicrobial properties of three defensins from rat 
neutrophils . 

A;Reference number: A60113; MUID: 89277517; PMID:2543629 

A;Accession: A60113 

A; Molecule type: protein 

A;Residues: 1-32 <EIS> 

C; Comment: Defensins are antimicrobial cationic peptides with activity against 

fungi and bacteria. 

C; Superf amily : mammalian defensin 

Query Match 10.3%; Score 4; DB 2; Length 32; 

Best Local Similarity 100.0%; Pred. No. 3.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 10 FRER 13 

I I II 

Db 12 FRER 15 



RESULT 36 
E61014 

defensin R-5 - rat 

N;Alternate names: cationic cysteine-rich peptide R-5 
C;Species: Rattus norvegicus (Norway rat) 

C;Date: 31-Dec-1993 #sequence_revision 31-Dec-1993 #text_change 17-Mar-1999 
C;Accession: E61014 

R ; Belcourt, D. ; Singh, A.; Bateman, A.; Lazure, C; Solomon, S.; Bennett, H.P.i 
Regul. Pept. 40, 87-100, 1992 

A;Title: Purification of cationic cystine-rich peptides from rat bone marrow. 
Primary structures and biological activity of the rat corticostatin family of 
peptides . 

A;Reference number: A61014; MUID : 93067247 ; PMID: 1332140 
A; Accession : E61014 
A;Molecule type: protein 
A; Residues: 1-32 <BEL> 

C; Comment: Defensins are antimicrobial cationic peptides with activity against 
fungi and bacteria. 
C;Superfamily : mammalian defensin 

Query Match 10.3%; Score 4; DB 2; Length 32; 

Best Local Similarity 100.0%; Pred. No. 3.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0 

Qy 10 FRER 13 

I II I 

Db 12 FRER 15 



RESULT 37 
A25735 

interphotoreceptor retinoid-binding protein - rhesus macaque (fragment) 
N; Alternate names: interstitial ret inol -binding protein 
C; Species: Macaca mulatta (rhesus macaque) 

C;Date: 31-Mar-1988 #sequence_revision 31-Mar-1988 #text_change 21-Nov-1997 
C;Accession: A25735; E24417 

R;Redmond, T.M.; Wiggert, B. ; Robey, F.A.; Chader, G.J. 
Biochem. J. 240, 19-26, 1986 

A; Title: Interspecies conservation of structure of interphotoreceptor retinoid- 
binding protein. Similarities and differences as adjudged by peptide mapping and 
N-terminal sequencing . 

A;Reference number: A90335; MUID: 87156570 ; PMID:3827838 
A;Accession: A25735 
A;Molecule type: protein 
A;ResidueS: 1-32 <RED> 

R;Fong, S.L.; Cook, R.G. ; Alvarez, R.A. ; Liou, G.I.; Landers, R.A. ; Bridges, 
C.D.B. 

FEBS Lett. 205, 309-312, 1986 

A; Title: N-terminal sequence homologies in interstitial ret inol -binding proteins 
from 10 vertebrate species. 

A;Reference number: A91365; MUID : 86301171; PMID:3743780 
A;Accession: E24417 
A;Molecule type: protein 
A;Residues: l-4, , X',6-22 <F0N> 

C;Superfamily: interphotoreceptor retinoid-binding protein 



C; Keywords : duplication 



Query Match 10.3%; Score 4; DB 2; Length 32; 

Best Local Similarity 100.0%; Pred. No. 3.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 34 LVLD 37 

I I I I 

Db 10 LVLD 13 



RESULT 38 
C84355 

hypothetical protein Vng2049c [imported] - Halobacterium sp. NRC-1 
C; Species: Halobacterium sp. NRC-1 

C;Date: 02-Feb-2001 #sequence_revision 02-Feb-2001 #text_change 02-Feb-2001 
C; Accession: C84355 

R ; Ng , W.V.; Kennedy, S.P.; Mahairas, G.G. ; Berquist, B.; Pan, M . ; Shukla, H.D.; 
Lasky, S.R.; Baliga, N . ; Thorsson, V.; Sbrogna, J.; Swartzell, S.; Weir, D. ; 
Hall, J.; Dahl, T.A. ; Welti, R. ; Goo, Y.A. ; Leithauser, B. ; Keller, K. ; Cruz, 
R.; Danson, M.J. ; Hough, D.W.; Maddocks, D.G. ; Jablonski, P.E.; Krebs, M.P.; 
Angevine, CM.; Dale, H. ; Isenbarger, T.A.; Peck, R.F.; Pohlschrod, M. ; Spudich, 
J.L.; Jung, K.H.; Alam, M . ; Freitas, T. 
Proc. Natl. Acad. Sci. U.S.A. 97, 12176-12181, 2000 

A;Authors: Hou, S.; Daniels, C.J.; Dennis, P.P.; Omer, A.D.; Ebhardt, H. ; Lowe, 

T.M.; Liang, P.; Riley, M . ; Hood, L.; DasSarma, S. 

A; Title: Genome sequence of Halobacterium species NRC-1. 

A;Reference number: A84160; MUID: 20504483 ; PMID: 11016950 

A; Access ion: C84355 

A; Status: preliminary 

A; Molecule type: DNA 

A; Residues: 1-32 <ST0> 

A; Cross-references: GB:AE004437; NID : gl 058 14 74 ; PIDN : AAG20207 . 1 ; GSPDB : GN0013 8 

C; Genetics : 

A; Gene: VNG2 04 9C 

Query Match 10.3%; Score 4; DB 2; Length 32; 

Best Local Similarity 100.0%; Pred. No. 3.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 11 RERA 14 

I I I I 

Db 15 RERA 18 



RESULT 3 9 
PC7067 

meltrin beta - mouse (fragment) 

C; Species: Mus musculus (house mouse) 

C;Date: 09-Jun-2000 #sequence_revision 09-Jun-2000 #text_change 20-Jun-2000 
C; Accession : PC7067 

R;Kurohara, K. ; Matsuda, Y.; Nagabukuro, A.; Tsuji, A.; Amagasa, T. ; Fujisawa- 
Sehara, A. 

Biochem. Biophys . Res. Commun. 270, 522-527, 2000 

A; Title: Meltrin beta (ADAM19) gene: Cloning, mapping, and analysis of the 

regulatory region. 

A; Reference number: PC7067 



A;Accession: PC7067 
A; Molecule type: mRNA 
A;Residues: 1-32 <KUR> 

C;Comment: This protein, a member of the membrane -bound metalloprotease- 
disintegrin family, functions in the morphogenesis. 
C; Genetics: 

A; Map position: 11A5-B1.1 

C; Keywords: membrane bound; metalloproteinase 

Query Match 10.3%; Score 4; DB 2; Length 32; 

Best Local Similarity 100.0%; Pred. No. 3.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I I I 

Db 13 LALA 16 



RESULT 4 0 
A44181 

Cerastes serine proteinase (EC 3.4.21.-) - horn viper (fragment) 
N;Alternate names: proteinase RP34 
C;Species: Cerastes cerastes (horn viper) 

C;Date: 17-Feb-1994 #sequence_revision 17-Feb-1994 #text__change 19-May-2000 
C; Access ion: A44181 

R;Laraba-Djebari, F.; Martin-Eauclaire, M.F.; Marchot, P. 
Toxicon 30, 1399-1410, 1992 

A; Title : A f ibrinogen-clotting serine proteinase from Cerastes cerastes (horned 

viper) venom with arginine-esterase and amidase activities. Purification, 

characterization and kinetic parameter determination. 

A;Reference number: A44181; MUID: 93134605 ; PMID: 1485336 

A; Accession : A44181 

A; Molecule type: protein 

A; Residues: 1-33 <LAR> 

A; Experimental source: venom 

A;Note: sequence extracted from NCBI backbone (NCBIP : 122484) 

C; Super family : trypsin; trypsin homology 

C; Keywords: hydrolase; serine proteinase; venom 

Query Match 10.3%; Score 4; DB 2; Length 33; 

Best Local Similarity 100.0%; Pred. No. 3.7e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 1 SLAL 4 

llll 

Db 14 SLAL 17 



Search completed: January 14, 2004, 10:37:36 
Job time : 15.5421 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: January 14, 2004, 10:37:44 



; Search time 26.243 Seconds 

(without alignments) 

303.882 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size 



US-09-843-221A-170 
39 

1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 
OLIGO 

Gapop 60.0 , Gapext 60.0 
762491 seqs, 204481190 residues 
0 



28045 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 28 
Maximum DB seq length: 4 0 

Post -processing: Listing first 1000 summaries 

Database : Published_Applications_AA: * 

1 : /cgn2_6/ptodata/l/pubpaa/US07_PUBCOMB .pep : * 

2 : /cgn2_6/ptodata/l/pubpaa/PCT_NEW_PUB .pep : * 

3 : /cgn2_6/ptodata/l/pubpaa/US06_NEW_PUB.pep: * 

4 : /cgn2_6/ptodata/l/pubpaa/US06_PUBCOMB.pep: * 

5 : /cgn2_6/ptodata/l/pubpaa/US07_NEW_PUB . pep : * 

6 : /cgn2_6/ptodata/l/pubpaa/PCTUS_PUBCOMB.pep: 

7 : /cgn2_6/ptodata/l/pubpaa/US08_NEW_PUB .pep : * 

8 : /cgn2_6/ptodata/l/pubpaa/US08_PUBCOMB.pep:* 

9 : /cgn2_6 /ptoda t a/ 1 /pubpaa/US 0 9A_PUBCOMB . pep : 
10 : /cgn2_6/ptodata/l/pubpaa/US09B_PUBCOMB.pep 
11 : /cgn2_6/ptodata/l/pubpaa/US09C_PUBCOMB.pep 
12 : /cgn2_6/ptodata/l/pubpaa/US09__NEW_PUB.pep: 
13 : /cgn2_6/ptodata/l/pubpaa/US10A_PUBCOMB.pep 
14 : /cgn2_6/ptodata/l/pubpaa/US10B_PUBCOMB.pep 
15 : /cgn2_6/ptodata/l/pubpaa/US10C_PUBCOMB.pep 
16: / cgn2 _6 /p t oda t a / 1 /pubpaa/US 1 0_NEW_PUB . pep 
17 : /cgn2_6/ptodata/l/pubpaa/US60_NEW_PUB .pep 
18 : /cgn2_6/ptodata/l/pubpaa/US60_PUBCOMB.pep 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



Query 

Match Length DB 



ID 



Description 



1 


39 


100 


.0 


39 


11 


US-09-843-221A-160 


Sequence 160, App 


2 


39 


100 


.0 


39 


11 


US-09-843-221A-170 


Sequence 170, App 


3 


39 


100 


.0 


39 


15 


US-10-014-162-1 


Sequence 1, Appli 


4 


38 


97 


.4 


38 


15 


US-10-014-162-2 


Sequence 2, Appli 


5 


38 


97 


.4 


38 


15 


US-10-014-162-38 


Sequence 38, Appl 


6 


37 


94 


.9 


37 


15 


US-10-014-162-3 


Sequence 3, Appli 


7 


37 


94 


.9 


37 


15 


US-10-014-162-39 


Sequence 39, Appl 


8 


36 


92 


.3 


36 


15 


US-10-014-162-4 


Sequence 4, Appli 


9 


36 


92 


.3 


36 


15 


US-10-014-162-40 


Sequence 40, Appl 


10 


35 


89 


.7 


35 


15 


US-10-014-162-5 


Sequence 5, Appli 


11 


35 


89 


.7 


35 


15 


US-10-014-162-41 


Sequence 41, Appl 


12 


34 


87 


.2 


34 


15 


US-10-014-162-6 


Sequence 6, Appli 


13 


34 


87 


.2 


34 


15 


US-10-014-162-42 


Sequence 42, Appl 


14 


33 


84 


.6 


33 


15 


US-10-014-162-7 


Sequence 7, Appli 


15 


33 


84 


.6 


33 


15 


US-10-014-162-43 


Sequence 43 , Appl 


16 


32 


82 


. 1 


32 


15 


US-10-014-162-8 


Sequence 8, Appli 


17 


32 


82 


.1 


32 


15 


US-10-014-162-44 


Sequence 44, Appl 


18 


31 


79 


.5 


31 


15 


US-10-014-162-9 


Sequence 9, Appli 


19 


31 


79 


.5 


31 


15 


US-10-014-162-45 


Sequence 45, Appl 


20 


31 


79 


.5 


31 


15 


US-10-014-162-78 


Sequence 78, Appl 


21 


30 


76 


.9 


30 


15 


US-10-014-162-10 


Sequence 10, Appl 


22 


30 


76 


.9 


30 


15 


US-10-014-162-46 


Sequence 46, Appl 


23 


30 


76 


.9 


30 


15 


US-10-014-162-79 


Sequence 79, Appl 


24 


29 


74 


.4 


29 


15 


US-10-014-162-11 


Sequence 11, Appl 


25 


29 


74 


.4 


29 


15 


US-10-014-162-47 


Sequence 47 , Appl 


26 


29 


74 , 


.4 


29 


15 


US-10-014-162-80 


Sequence 80, Appl 


27 


28 


71, 


.8 


28 


15 


US-10-014-162-48 


Sequence 48, Appl 


28 


6 


15, 


.4 


28 


12 


US-10-154-8 84B-11122 


Sequence 11122, A 


29 


6 


15, 


.4 


31 


12 


US-10-154-884B-11106 


Sequence 11106, A 


30 


6 


15, 


.4 


37 


15 


US-10-026-741-7 


Sequence 7, Appli 


31 


6 


15, 


.4 


38 


9 


US-09-779-451-40 


Sequence 40, Appl 


32 


5 


12 , 


.8 


28 


9 


US-09-864-761-37845 


Sequence 37845, A 


33 


5 


12. 


.8 


28 


9 


US-09-864-761-38197 


Sequence 38197, A 


34 


5 


12. 


.8 


28 


9 


US-09-864-761-45958 


Sequence 45958, A 


35 


5 


12 . 


.8 


28 


9 


US-09-782-980-145 


Sequence 145, App 


36 


5 


12 . 


.8 


28 


11 


US-09-776-724A-114 


Sequence 114, App 


37 


5 


12. 


.8 


28 


14 


US-10-001-887-123 


Sequence 123, App 


38 


5 


12, 


.8 


29 


10 


US-09-905-831-12 


Sequence 12, Appl 


39 


5 


12 . 


.8 


29 


10 


US-09-905-831-14 


Sequence 14, Appl 


40 


5 


12 . 


.8 


29 


10 


US-09-905-831-15 


Sequence 15, Appl 


41 


5 


12. 


,8 


29 


11 


US-09-259-658-15 


Sequence 15, Appl 


42 


5 


12. 


,8 


29 


11 


US-09-820-843A-22 


Sequence 22, Appl 


43 


5 


12. 


,8 


29 


11 


US-09-491-614-14 


Sequence 14, Appl 


44 


5 


12. 


,8 


29 


11 


US-09-491-614-15 


Sequence 15, Appl 


45 


5 


12. 


.8 


29 


15 


US-10-103-597A-8 


Sequence 8, Appli 


46 


5 


12. 


8 


29 


15 


US-10-161-205-13 


Sequence 13, Appl 


47 


5 


12 . 


8 


29 


15 


US-10-101-001-13 


Sequence 13, Appl 


48 


5 


12 . 


8 


29 


15 


US-10-188-444-8 


Sequence 8, Appli 


49 


5 


12 . 


8 


30 


12 


US-09-933-767-614 


Sequence 614, App 


50 


5 


12 . 


8 


30 


15 


US-10-023-282-614 


Sequence 614, App 


51 


5 


12 . 


8 


32 


9 


US-09-791-946-3 


Sequence 3, Appli 


52 


5 


12 . 


8 


32 


12 


US-10-164-279-11 


Sequence 11, Appl 


53 


5 


12. 


8 


32 


12 


US-09-791-551-33 


Sequence 33, Appl 


54 


5 


12 . 


8 


33 


9 


US-09-864-761-33569 


Sequence 33569, A 


55 


5 


12 . 


8 


33 


12 


US-10-164-279-2 


Sequence 2, Appli 


56 


5 


12. 


8 


35 


12 


US-10-153-244-319 


Sequence 319, App 



57 


5 


12 . 


8 


35 


12 


US-10-153-244-333 


Sequence 333, App 


58 


5 


12 . 


8 


35 


12 


US-10-264-049-3193 


Sequence 3193 , Ap 


59 


5 


12 . 


8 


37 


9 US-09-864 -761-34924 


Sequence 34 924 , A 


60 


5 


12 . 


8 


38 


10 


US-09-919-473-12 


Sequence 12, Appl 


61 


5 


12 . 


8 


38 


12 


US- 10 -02 9 -386 -3 128 8 


Sequence 31288, A 


62 


5 


12 . 


8 


38 


15 


US-10-099-766-6 


Sequence 6, Appli 


63 


5 


12 . 


8 


39 


9 


US-09-8 64 -761-44798 


Sequence 44798, A 


64 


5 


12 . 


8 


39 


12 


US-10-153-244-330 


Sequence 33 0, App 


65 


5 


12 . 


8 


39 


12 


US-10-315-964A-287 


Sequence 287, App 


66 


5 


12 . 


8 


39 


12 


US-10-315-964A-288 


Sequence 288, App 


67 


5 


12 . 


8 


39 


12 


US-10-317-251A-287 


Sequence 287, App 


68 


5 


12 . 


8 


39 


12 


US-10-317-251A-288 


Sequence 288, App 


69 


5 


12 . 


8 


39 


12 


US-10-317-252A-287 


Sequence 287, App 


70 


5 


12 . 


8 


39 


12 


US-10-317-252A-288 


Sequence 288, App 


71 


5 


12 . 


8 


39 


14 


US-10-002-344A-217 


Sequence 217 , App 


72 


5 


12 . 


8 


40 


9 


US-09-682-706-15 


Sequence 15, Appl 


73 


5 


12 . 


8 


40 


12 


US-10-315-964A-21 


Sequence 21, Appl 


74 


5 


12 . 


8 


40 


12 


US-10-315-964A-23 


Sequence 23, Appl 


75 


5 


12 . 


8 


40 


12 


US-10-315-964A-279 


Sequence 279, App 


76 


5 


12 . 


8 


40 


12 


US-10-315-964A-281 


Sequence 281, App 


77 


5 


12 . 


8 


40 


12 


US-10-315-964A-282 


Sequence 282, App 


78 


5 


12 . 


8 


40 


12 


US-10-315-964A-285 


Sequence 285, App 


79 


5 


12 . 


.8 


40 


12 


US-10-315-964A-286 


Sequence 28 6, App 


80 


5 


12 . 


. 8 


40 


12 


US-10-315-964A-289 


Sequence 28 9, App 


81 


5 


12 . 


.8 


40 


12 


US-10-315-964A-290 


Sequence 290, App 


82 


5 


12 . 


. 8 


40 


12 


US-10-315-964A-291 


Sequence 291, App 


83 


5 


12 . 


.8 


40 


12 


US-10-315-964A-292 


Sequence 292, App 


84 


5 


12 


. 8 


40 


12 


US-10-315-964A-294 


Sequence 294, App 


85 


5 


12 


.8 


40 


12 


US-10-315-964A-295 


Sequence 295, App 


86 


5 


12 


. 8 


40 


12 


US-10-315-964A-373 


Sequence 373, App 


87 


5 


12 


.8 


40 


12 


US-10-315-964A-375 


Sequence 375, App 


88 


5 


12 


.8 


40 


12 


US-10-315-964A-377 


Sequence 377, App 


89 


5 


12 


.8 


40 


12 


US-10-315-964A-378 


Sequence 378, App 


90 


5 


12 


.8 


40 


12 


US-10-315-964A-379 


Sequence 379, App 


91 


5 


12 


. 8 


40 


12 


US-10-315-964A-381 


Sequence 381, App 


92 


5 


12 


.8 


40 


12 


US-10-315-964A-383 


Sequence 383, App 


93 


5 


12 


. 8 


40 


12 


US-10-317-251A-21 


Sequence 21, Appl 


94 


5 


12 


.8 


40 


12 


US-10-317-251A-23 


Sequence 23, Appl 


95 


5 


12 


. 8 


40 


12 


US-10-317-251A-279 


Sequence 279, App 


96 


5 


12 


.8 


40 


12 


US-10-317-251A-281 


Sequence 281, App 


97 


5 


12 


.8 


40 


12 


US-10-317-251A-282 


Sequence 282, App 


98 


5 


12 


.8 


40 


12 


US-10-317-251A-285 


Sequence 285, App 


99 


5 


12 


.8 


40 


12 


US-10-317-251A-286 


Sequence 2 86, App 


100 


5 


12 


.8 


40 


12 


US-10-317-251A-289 


Sequence 28 9, App 


101 


5 


12 


. 8 


40 


12 


US-10-317-251A-2 90 


Sequence 2 90, App 


102 


5 


12 


. 8 


40 


12 


US-10-317-251A-291 


Sequence 2 91, App 


103 


5 


12 


. 8 


40 


12 


US-10-317-251A-292 


Sequence 2 92, App 


104 


5 


12 


. 8 


40 


12 


US-10-317-251A-294 


Sequence 294, App 


105 


5 


12 


.8 


40 


12 


US-10-317-251A-295 


Sequence 295, App 


106 


5 


12 


.8 


40 


12 


US-10-317-251A-373 


Sequence 373, App 


107 


5 


12 


.8 


40 


12 


US-10-317-251A-375 


Sequence 3 75, App 


108 


5 


12 


.8 


40 


12 


US-10-317-251A-377 


Sequence 377, App 


109 


5 


12 


.8 


40 


12 


US-10-317-251A-378 


Sequence 378, App 


110 


5 


12 


.8 


40 


12 


US-10-317-251A-379 


Sequence 379, App 


111 


5 


12 


.8 


40 


12 


US-10-317-251A-381 


Sequence 381, App 


112 


5 


12 


.8 


40 


12 


US-10-317-251A-383 


Sequence 3 83, App 


113 


5 


12 


.8 


40 


12 


US-10-317-252A-21 


Sequence 21, Appl 



114 


5 


12 


.8 


40 


12 


US-10-317-252A-23 


Sequence 23, Appl 


115 


5 


12 


.8 


40 


12 


US-10-317-252A-279 


Sequence 279, App 


116 


5 


12 


.8 


40 


12 


US-10-317-252A-281 


Sequence 281, App 


117 


5 


12 


.8 


40 


12 


US-10-317-252A-282 


Sequence 282, App 


118 


5 


12 


.8 


40 


12 


US-10-317-252A-285 


Sequence 285, App 


119 


5 


12 


.8 


40 


12 


US-10-317-252A-286 


Sequence 286, App 


120 


5 


12 


.8 


40 


12 


US-10-317-252A-289 


S equenc e 28 9, App 


121 


5 


12 


.8 


40 


12 


US-10-317-252A-290 


Sequence 290, App 


122 


5 


12 


.8 


40 


12 


US-10-317-252A-291 


Sequence 291, App 


123 


5 


12 


.8 


40 


12 


US-10-317-252A-292 


Sequence 2 92, App 


124 


5 


12 


.8 


40 


12 


US-10-317-252A-294 


Sequence 2 94 # App 


125 


5 


12 


.8 


40 


12 


US-10-317-252A-295 


Sequence 2 95, App 


126 


5 


12 


.8 


40 


12 


US-10-317-252A-373 


Sequence 373, App 


127 


5 


12 


.8 


40 


12 


US-10-317-252A-375 


Sequence 375, App 


128 


5 


12 


.8 


40 


12 


US-10-317-252A-377 


Sequence 377, App 


129 


5 


12 


.8 


40 


12 


US-10-317-252A-378 


Sequence 378, App 


130 


5 


12 


.8 


40 


12 


US-10-317-252A-379 


Sequence 379, App 


131 


5 


12 


.8 


40 


12 


US-10-317-252A-381 


Sequence 381, App 


132 


5 


12 


.8 


40 


12 


US-10-317-252A-383 


Sequence 383, App 


133 


5 


12 


.8 


40 


14 


US-10-105-992-11 


Sequence 11, Appl 


134 


5 


12 


.8 


40 


15 


US-10-116-252-40 


Sequence 40, Appl 


135 


4 


10 


.3 


28 


9 


US-09-864-761-33901 


Sequence 33901, A 


136 


4 


10 


.3 


28 


9 


US-09-864-761-37919 


Sequence 37919, A 


137 


4 


10 


.3 


28 


9 


US-09-864-761-39629 


Sequence 39629, A 


138 


4 


10 


.3 


28 


9 


US-09-864-761-40300 


Sequence 403 00, A 


139 


4 


10 


.3 


28 


9 


US-09-864-761-41850 


Sequence 41850, A 


140 


4 


10 


.3 


28 


9 


US-09-847-539A-3 


Sequence 3, Appli 


141 


4 


10 


.3 


28 


9 


US-09-728-721-19 


Sequence 19, Appl 


142 


4 


10 


.3 


28 


9 


US-09-782-980-146 


Sequence 146, App 


143 


4 


10 


.3 


28 


9 


US-09-929-818-42 


Sequence 42, Appl 


144 


4 


10 


.3 


28 


9 


US-09-929-818-138 


Sequence 138, App 


145 


4 


10 


.3 


28 


10 


US-09-935-291A-21 


Sequence 21, Appl 


146 


4 


10, 


.3 


28 


10 


US-09-893-737-136 


Sequence 136, App 


147 


4 


10, 


.3 


28 


10 


US-09-896-888A-31 


Sequence 31, Appl 


148 


4 


10. 


.3 


28 


11 


US-09-974-879-345 


Sequence 345, App 


149 


4 


10. 


.3 


28 


11 


US-09-809-391-520 


Sequence 52 0, App 


150 


4 


10. 


.3 


28 


11 


US-09-305-736-345 


Sequence 34 5, App 


151 


4 


10. 


.3 


28 


12 


US-10-293-086-57 


Sequence 57, Appl 


152 


4 


10. 


,3 


28 


12 


US-10-303-090B-7 


Sequence 7, Appli 


153 


4 


10. 


3 


28 


12 


US-09-882-171-520 


Sequence 520, App 


154 


4 


10. 


3 


28 


12 


US-10-231-417-591 


Sequence 591, App 


155 


4 


10. 


3 


28 


12 


US-10-314-506-17 


Sequence 17, Appl 


156 


4 


10. 


3 


28 


12 


US-10-016-986-13 


Sequence 13 , Appl 


157 


4 


10. 


3 


28 


12 


US-10-189-437-729 


Sequence 72 9, App 


158 


4 


10. 


3 


28 


12 


US-09-818-683-345 


Sequence 34 5, App 


159 


4 


10. 


3 


28 


12 


US-10-283-940-40 


Sequence 40, Appl 


160 


4 


10. 


3 


28 


12 


US-10-366-125-23 


Sequence 23, Appl 


161 


4 


10. 


3 


28 


14 


US-10-012-452-7 


Sequence 7, Appli 


162 


4 


10. 


3 


28 


14 


US-10-014-269-17 


Sequence 17, Appl 


163 


4 


10. 


3 


28 


14 


US-10-105-931-19 


Sequence 19, Appl 


164 


4 


10. 


3 


28 


14 


US-10-002-974-17 


Sequence 17, Appl 


165 


4 


10. 


3 


28 


14 


US-10-118-984-19 


Sequence 19, Appl 


166 


4 


10. 


3 


28 


15 


US-10-097-065-389 


Sequence 389, App 


167 


4 


10. 


3 


28 


15 


US-10-144-929-241 


Sequence 241, App 


168 


4 


10. 


3 


28 


15 


US-10-295-981-19 


Sequence 19, Appl 


169 


4 


10. 


3 


28 


15 


US-10-272-339A-30 


Sequence 30, Appl 


170 


4 


10. 


3 


28 


15 


US-10-081-872-222 


Sequence 222, App 



171 


4 


10, 


3 


29 


9 


US-09-835-147-12 


Sequence 12, Appl 


172 


4 


10. 


3 


29 


9 


US-09-904-380-26 


Sequence 26, Appl 


173 


4 


10. 


,3 


29 


9 


US-09-904-380-27 


Sequence 27, Appl 


174 


4 


10. 


,3 


29 


9 


US-09-932-161-1 


Sequence 1, Appli 


175 


4 


10. 


,3 


29 


9 


US-09-864-761-38832 


Sequence 38832, A 


176 


4 


10. 


,3 


29 


9 


US-09-864-761-39320 


Sequence 3932 0, A 


177 


4 


10. 


.3 


29 


9 


US-09-864-761-40009 


Sequence 4 0009, A 


178 


4 


10. 


.3 


29 


9 


US-09-864-761-44425 


Sequence 44425, A 


179 


4 


10. 


.3 


29 


9 


US-09-864-761-45207 


Sequence 452 07, A 


180 


4 


10. 


.3 


29 


9 


US-09-864-761-47197 


Sequence 47197, A 


181 


4 


10. 


.3 


29 


10 


US-09-935-291A-36 


Sequence 36, Appl 


182 


4 


10. 


.3 


29 


11 


US-09-809-391-743 


Sequence 743, App 


183 


4 


10. 


.3 


29 


11 


US-09-969-730-196 


Sequence 196, App 


184 


4 


10. 


.3 


29 


12 


US-10-153-604A-72 


Sequence 72, Appl 


185 


4 


10. 


.3 


29 


12 


US-10-411-224-139 


Sequence 13 9, App 


186 


4 


10. 


.3 


29 


12 


US-10-096-777-1 


Sequence 1, Appli 


187 


4 


10. 


.3 


29 


12 


US-09-882-171-743 


Sequence 743, App 


188 


4 


10. 


.3 


29 


12 


US-10-105-232-345 


Sequence 345, App 


189 


4 


10. 


.3 


29 


12 


US-09-962-756-1352 


Sequence 1352, Ap 


190 


4 


10. 


.3 


29 


12 


US-09-962-756-1364 


Sequence 1364, Ap 


191 


4 


10. 


.3 


29 


12 


US-09-962-756-1365 


Sequence 1365, Ap 


192 


4 


10. 


.3 


29 


12 


US-09-962-756-1378 


Sequence 1378, Ap 


193 


4 


10. 


.3 


29 


12 


US-09-962-756-1393 


Sequence 13 93, Ap 


194 


4 


10, 


.3 


29 


12 


US-09-962-756-1432 


Sequence 1432, Ap 


195 


4 


10, 


.3 


29 


12 


US-10-029-386-27864 


Sequence 27864, A 


196 


4 


10, 


.3 


29 


12 


US-10-029-386-29985 


Sequence 29985, A 


197 


4 


10, 


.3 


29 


12 


US-10-189-437-332 


Sequence 332, App 


198 


4 


10, 


.3 


29 


12 


US-10-364-276-4 


Sequence 4, Appli 


199 


4 


10, 


.3 


29 


12 


US-10-391-634-13 


Sequence 13, Appl 


200 


4 


10, 


.3 


29 


12 


US-10-253-471-1352 


Sequence 1352, Ap 


201 


4 


10, 


.3 


29 


12 


US-10-253-471-1364 


Sequence 1364, Ap 


202 


4 


10, 


.3 


29 


12 


US-10-253-471-1365 


Sequence 1365, Ap 


203 


4 


10, 


.3 


29 


12 


US-10-253-471-1378 


Sequence 1378, Ap 


204 


4 


10, 


.3 


29 


12 


US-10-253-471-1393 


Sequence 1393, Ap 


205 


4 


10, 


.3 


29 


12 


US-10-253-471-1432 


Sequence 1432, Ap 


206 


4 


10 


.3 


29 


12 


US-10-047-021-139 


Sequence 139, App 


207 


4 


10 


.3 


29 


12 


US- 10-154 -884B-11099 


Sequence 11099, A 


208 


4 


10 


.3 


29 


14 


US-10-153-064-72 


Sequence 72, Appl 


209 


4 


10 


.3 


29 


14 


US-10-004-381-29 


Sequence 29, Appl 


210 


4 


10 


.3 


29 


15 


US-10-092-750-45 


Sequence 45, Appl 


211 


4 


10, 


.3 


29 


15 


US-10-092-750-58 


Sequence 58, Appl 


212 


4 


10 


.3 


29 


15 


US-10-012-542-368 


Sequence 368, App 


213 


4 


10 


.3 


29 


15 


US-10-026-741-33 


Sequence 33, Appl 


214 


4 


10, 


.3 


29 


15 


US-10-103-597A-9 


Sequence 9, Appli 


215 


4 


10, 


.3 


29 


15 


US-10-188-444-9 


Sequence 9, Appli 


216 


4 


10 


.3 


29 


15 


US-10-106-698-7646 


Sequence 7646, Ap 


217 


4 


10 


.3 


29 


15 


US-10-272-339A-46 


Sequence 46, Appl 


218 


4 


10, 


.3 


29 


16 


US-10-176-306-35 


Sequence 35, Appl 


219 


4 


10 


.3 


. 30 


8 


US-08-450-842-40 


Sequence 40, Appl 


220 


4 


10 


.3 


30 


8 


US-08-450-842-43 


Sequence 43, Appl 


221 


4 


10 


.3 


30 


9 


US -09-864 -761-38865 


Sequence 388 65, A 


222 


4 


10, 


.3 


30 


9 


US-09-864-761-45317 


Sequence 45317, A 


223 


4 


10, 


.3 


30 


10 


US-09-953-510-30 


Sequence 30, Appl 


224 


4 


10, 


.3 


30 


11 


US-09-774-639-160 


Sequence 160, App 


225 


4 


10, 


.3 


30 


11 


US-09-809-391-443 


Sequence 443, App 


226 


4 


10, 


.3 


30 


11 


US-09-820-053A-163 


Sequence 163, App 


227 


4 


10, 


.3 


30 


12 


US-10-147-255-30 


Sequence 30, Appl 



228 


4 


10 


.3 


30 


12 


US-10-160-162-314 


229 


4 


10 


.3 


30 


12 


US-10-058-053A-330 


230 


4 


10 


.3 


30 


12 


US-09-882-171-443 


231 


4 


10 


.3 


30 


12 


US-10-071-174-21 


232 


4 


10 


.3 


30 


12 


US-10-192-832-58 


233 


4 


10 


.3 


30 


12 


US-10-192-832-59 


234 


4 


10 


.3 


30 


12 


US- 10 -02 9-386-28555 


235 


4 


10 


.3 


30 


12 


US-09-820-649-314 


236 


4 


10 


.3 


30 


12 


US-10-364-276-9 


237 


4 


10 


.3 


30 


12 


US-10-057-475B-1082 0 


238 


4 


10 


.3 


30 


12 


US-10-057-475B- 10821 


239 


4 


10 


.3 


30 


12 


US-10-057-475B-10825 


240 


4 


10 


.3 


30 


12 


US-10-057-475B-10826 


241 


4 


10 


.3 


30 


12 


US-10-057-475B-10832 


242 


4 


10 


.3 


30 


12 


US-10-057-475B-10833 


243 


4 


10 


.3 


30 


12 


US -10 - 154 -884B- 10820 


244 


4 


10 


.3 


30 


12 


US-10-154-884B-10821 


245 


4 


10 


.3 


30 


12 


US-10-154-884B-10825 


246 


4 


10 


.3 


30 


12 


US-10-154-884B-10826 


247 


4 


10 


.3 


30 


12 


US-10-154-884B-10832 


248 


4 


10 


.3 


30 


12 


US-10-154-884B-10833 


249 


4 


10 


.3 


30 


12 


US-10 - 154 -884B- 11124 


250 


4 


10 


.3 


30 


12 


US-10-264-049-2585 


251 


4 


10 


.3 


30 


15 


US-10-109-171-163 


252 


4 


10 


.3 


30 


15 


US-10-081-872-228 


253 


4 


10 


.3 


31 


9 


US-09-835-147-13 


254 


4 


10 


.3 


31 


9 


US- 09 -8 64 -761 -35006 


255 


4 


10 


.3 


31 


9 


US- 09 -864 -761 -36617 


256 


4 


10 


.3 


31 


9 


US -09-8 64 -761-38 92 0 


257 


4 


10, 


.3 


31 


9 


US- 09 -864 -761 -43498 


258 


4 


10. 


.3 


31 


9 


US- 09 -864 -761 -44 182 


259 


4 


10. 


.3 


31 


9 


US-09-782-980-139 


260 


4 


10. 


.3 


31 


9 


US-09-142-755-10 


261 


4 


10. 


.3 


31 


10 


US-09-956-206A-5 


262 


4 


10, 


.3 


31 


11 


US-09-983-802-398 


263 


4 


10. 


3 


31 


11 


US-09-996-069-4 


264 


4 


10. 


3 


31 


11 


US-09-776-724A-183 


265 


4 


10. 


3 


31 


11 


US-09-969-730-145 


266 


4 


10. 


3 


31 


11 


US-09-820-053A-63 


267 


4 


10. 


3 


31 


12 


US-10-195-730-211 


268 


4 


10. 


3 


31 


12 


US-09-840-085-69 


269 


4 


10. 


3 


31 


12 


US-09-840-085-70 


270 


4 


10. 


3 


31 


12 


US-09-840-085-71 


271 


4 


10. 


3 


31 


12 


US-09-840-085-72 


272 


4 


10. 


3 


31 


12 


US-10-170-812-3 


273 


4 


10. 


3 


31 


12 


US-10-107-857-43 


274 


4 


10. 


3 


31 


12 


US-09-933-767-383 


275 


4 


10. 


3 


31 


12 


US- 10- 02 9 -386 -274 65 


276 


4 


10. 


3 


31 


12 


US -10- 02 9 -3 86-27619 


277 


4 


10. 


3 


31 


12 


US-10-366-493-74 


278 


4 


10. 


3 


31 


12 


US-10-425-328-6 


279 


4 


10. 


3 


31 


12 


US- 10 -154 -8 84B- 11108 


280 


4 


10. 


3 


31 


12 


US-10-154-884B-11116 


281 


4 


10. 


3 


31 


12 


US-10-264-049-2577 


282 


4 


10. 


3 


31 


12 


US-10-430-752A-21 


283 


4 


10. 


3 


31 


14 


US-10-001-887-136 


284 


4 


10. 


3 


31 


15 


US-10-097-065-371 



Sequence 314, App 
Sequence 33 0, App 
Sequence 443, App 
Sequence 21, Appl 
Sequence 58, Appl 
Sequence 59, Appl 
Sequence 28555, A 
Sequence 314, App 
Sequence 9, Appli 
Sequence 10820, A 
Sequence 10821, A 
Sequence 10825, A 
A 
A 
A 
A 
A 
A 
A 
A 
A 
A 



Sequence 10826, 
Sequence 10832, 
Sequence 10833, 
Sequence 10820, 
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83, Appl 



456 


4 


10 


.3 


35 


16 


US-10-318-200-33 


Sequence 33, Appl 


457 


4 


10 


.3 


36 


9 


US-09-726-643-163 


Sequence 163, App 


458 


4 


10 


.3 


36 


9 


US-09-864-761-38938 


Sequence 38 938, A 


459 


4 


10 


.3 


36 


9 


US-09-864-761-39411 


Sequence 39411, A 


460 


4 


10 


.3 


36 


9 


US-09-864-761-41216 


Sequence 41216, A 


461 


4 


10 


.3 


36 


9 


US-09-864-761-44493 


Sequence 444 93, A 


462 


4 


10 


.3 


36 


9 


US-09-864-761-46707 


Sequence 46707, A 


463 


4 


10 


.3 


36 


9 


US-09-864-761-48628 


Sequence 48628, A 


464 


4 


10 


.3 


36 


9 


US-09-764-869-670 


Sequence 670, App 


465 


4 


10 


.3 


36 


9 


US-09-764-898-231 


Sequence 231, App 


466 


4 


10 


.3 


36 


12 


US-10-123-101-59 


Sequence 59, Appl 


467 


4 


10 


.3 


36 


12 


US-10-123-101-60 


Sequence 60, Appl 


468 


4 


10 


.3 


36 


12 


US-10-072-301-8 


Sequence 8, Appli 


469 


4 


10 


.3 


36 


12 


US-10-316-253-127 


Sequence 127, App 


470 


4 


10 


.3 


36 


12 


US-10-316-253-147 


Sequence 147, App 


471 


4 


10 


.3 


36 


12 


US-10-071-866-8 


Sequence 8, Appli 


472 


4 


10 


.3 


36 


12 


US-10-289-135A-32 


Sequence 32, Appl 


473 


4 


10 


.3 


36 


12 


US-10-351-641-541 


Sequence 541, App 


474 


4 


10 


.3 


36 


12 


US-10-351-641-542 


Sequence 542, App 


475 


4 


10 


.3 


36 


12 


US-10-351-641-751 


Sequence 751, App 


476 


4 


10 


.3 


36 


12 


US-10-351-641-1034 


Sequence 1034, Ap 


477 


4 


10 


.3 


36 


12 


US-10-351-641-1705 


Sequence 17 05, Ap 


478 


4 


10 


.3 


36 


12 


US-09-962-756-1315 


Sequence 1315, Ap 


479 


4 


10 


.3 


36 


12 


US-09-962-756-1323 


Sequence 1323, Ap 


480 


4 


10 


.3 


36 


12 


US-10-029-386-27625 


Sequence 27625, A 


481 


4 


10 


.3 


36 


12 


US-10-029-386-27801 


Sequence 27801, A 


482 


4 


10 


.3 


36 


12 


US-10-029-386-32339 


Sequence 32339, A 


483 


4 


10 


.3 


36 


12 


US-10-029-386-33232 


Sequence 33232, A 


484 


4 


10 


.3 


36 


12 


US-10-029-386-33240 


Sequence 33240, A 


485 


4 


10 


.3 


36 


12 


US-10-360-828-8 


Sequence 8, Appli 


486 


4 


10 


.3 


36 


12 


US-10-310-734-89 


Sequence 89, Appl 


487 


4 


10 


.3 


36 


12 


US-10-310-734-90 


Sequence 90, Appl 


488 


4 


10 


.3 


36 


12 


US-10-253-471-1315 


Sequence 1315, Ap 


489 


4 


10 


.3 


36 


12 


US-10-253-471-1323 


Sequence 1323, Ap 


490 


4 


10 


.3 


36 


12 


US-10-227-577-670 


Sequence 670, App 


491 


4 


10, 


.3 


36 


12 


US-10-264-049-2232 


Sequence 2232, Ap 


492 


4 


10. 


.3 


36 


12 


US-10-264-049-3653 


Sequence 3653, Ap 


493 


4 


10. 


.3 


36 


14 


US-10-001-843-139 


Sequence 13 9, App 


494 


4 


10. 


.3 


36 


14 


US-10-042-141-163 


Sequence 163, App 


495 


4 


10. 


.3 


36 


15 


US-10-045-465-9 


Sequence 9, Appli 


496 


4 


10. 


.3 


36 


15 


US-10-050-704-198 


Sequence 198, App 


497 


4 


10. 


.3 


36 


15 


US-10-091-504-670 


Sequence 670, App 


498 


4 


10. 


.3 


36 


15 


US-10-106-698-4780 


Sequence 4780, Ap 


499 


4 


10, 


.3 


37 


9 


US-09-205-658-100 


Sequence 100, App 


500 


4 


10. 


.3 


37 


9 


US-09-864-761-35194 


Sequence 35194, A 


501 


4 


10. 


.3 


37 


9 


US-09-864-761-35261 


Sequence 35261, A 


502 


4 


10. 


.3 


37 


9 


US-09 -864 -761-3 9120 


Sequence 3 912 0, A 


503 


4 


10. 


.3 


37 


9 


US- 09 -8 64 -761-42773 


Sequence 42773, A 


504 


4 


10. 


.3 


37 


9 


US-09-864-761-44628 


Sequence 44628, A 


505 


4 


10. 


.3 


37 


9 


US-09-864-761-45971 


Sequence 45971, A 


506 


4 


10. 


.3 


37 


9 


US-09-764-869-661 


Sequence 661, App 


507 


4 


10. 


3 


37 


10 


US-09-770-102A-33 


Sequence 33, Appl 


508 


4 


10. 


3 


37 


11 


US-09-986-480-313 


Sequence 313, App 


509 


4 


10. 


3 


37 


11 


US-09-892-877-366 


Sequence 366, App 


510 


4 


10. 


3 


37 


11 


US-09-948-783-370 


Sequence 370, App 


511 


4 


10. 


3 


37 


12 


US-10-097-111-511 


Sequence 511, App 


512 


4 


10. 


3 


37 


12 


US-10-195-730-234 


Sequence 234, App 



513 


4 


10 . 


. 3 


37 


12 


US-10-195- 73 0-244 


Sequence 


244, App 


514 


4 


10 . 


. 3 


37 


12 


US -10-315-5 15 -80 


Sequence 


80, Appl 


515 


4 


10 . 


. 3 


37 


12 


US -10 -23 1-4 17 -53 7 


Secruence 


537 Add 


516 


4 


10 . 


. 3 


37 


12 


US-09-963-693-100 


V— vJ L^l V^XXV^r 


100 Ann 


517 


4 


10 


. 3 


37 


12 


US -10- 02 9-386-32797 


Secruence 


32797 , A 


518 


4 


10 , 


. 3 


37 


12 


US-10-357-884-7 


Secruence 


7 AddIi 


519 


4 


10 


. 3 


37 


12 


US -10-227-577-661 


Semiencp 


1 Atm 

v U X ^ 


520 


4 


10 


. 3 


37 


14 


US -10-001-857-127 


kJ vj Ut^l i. 


127 Ann 


521 


4 


10 


. 3 


37 


15 


US-10-012 -S42-2fiS 




2 R Ann 


522 


4 


10 


. 3 


37 


15 


US- 10 -02 6 -74 1-84 


Q i pri a 


84 Annl 


523 


4 


10 


. 3 


37 


15 


US -10- 02 6-741-86 




oc Annl 


524 


4 


10 


. 3 


37 


15 


IIS-10-02fi-741 -90 




9 0 Annl 


525 


4 


10 


. 3 


37 


15 


US -10 -02 6 -741 -94 




94 Annl 


526 


4 


10 


. 3 


37 


15 


\J O 1U L/ X J UUJ- 




DDI , rl^J jj 


527 


4 


10 


. 3 


37 


15 


TTQ_iO-infi-fi9fl-fi43n 




fi41 f> An 


528 


4 


10 , 


. 3 


37 


15 


US -10-156-761- 12 455 


Cprriiprinp 

kJ vJ 1^1 J. J. 


12455, A 


529 


4 


10 , 


. 3 


38 


9 


US -09-8 64 -761-34759 


Cprfiipripp 

w U ^ J> 1 v_ ^ 


34759, A 


530 


4 


10 


. 3 


38 


9 


US -09-8 64 -761-36997 


Spmipncp 

fcj LA J. V_- 


36997^ ^ 


531 


4 


10 , 


. 3 


38 


9 


US -09-8 64 -761-37421 


^pmipnrp 

LA ^ J. i. v_^. 


37421, A 


532 


4 


10 . 


. 3 


38 


9 


US -09-8 64 -761-3 91 73 


^5 P (71 1 PT1 r* P 


39173 A 


533 


4 


10 . 


. 3 


38 


9 


US-09-8 64 -761-41137 


Secnipncp ■ 


41137, A 


534 


4 


10 . 


. 3 


38 


9 


US -09-8 64 -761-46003 


Spnupncp - 


46003 A 


535 


4 


10 . 


. 3 


38 


9 


US -09-8 64 -761-463 02 


^prrnpnr'P - 


46302 A 


536 


4 


10 . 


. 3 


38 


9 


US -09-779-451-12 


^pmipnrp 


1 2 Annl 


537 


4 


10 . 


. 3 


38 


9 


US -09-779-451-18 


^pmipnrp 

k— J v — v^j vx x 


1 8 Annl 


538 


4 


10 . 


. 3 


38 


9 


US -09-779 -4 51-28 


Cprnipnpp 


2 8 Ann! 


539 


4 


10 . 


. 3 


38 


10 


US -09- 92 5-442 -36 


Q pnn pri r* p 


3fi Ann! 


540 


4 


10 . 


. 3 


38 


10 


US-09-908-153B-48 


c jpfmpnr , p 


4 8 Annl 

O , rt.LJ X 


541 


4 


10 . 


. 3 


38 


10 


US-09-908-153B-51 


Cprriipripp 


Ann! 


542 


4 


10 . 


. 3 


38 


11 


US -09-986-480-417 


'-Jprrnprir'p 


417, App 


543 


4 


10 . 


. 3 


38 


11 


US-09-820-843A-105 


Spnupnr'P 


105 Ann 


544 


4 


10 . 


. 3 


38 


11 


US-09-892-877-342 


SpciiiPTir'p 


342 Ann 


545 


4 


10 . 


.3 


38 


11 


US-09-948-783-282 


^ p mi p n c p 


2 82 Ann 


546 


4 


10 . 


.3 


38 


12 


US-10-315-964A-119 


^prrnpn rp 


119 Ann 


547 


4 


10 . 


.3 


38 


12 


US-10-31S-964A-1 fiO 




1 fifl Ann 


548 


4 


10 . 


. 3 


38 


12 


US-10-315-964A-331 


^ pm i pn c p 


3 31 Ann 


549 


4 


10 . 


. 3 


38 


12 


US-10-315-964A-332 


^ pm i pn c p 


3 32 Ann 


550 


4 


10 . 


. 3 


38 


12 


US-10-315-964A-333 


C CipTI ipTlftp 


3 3 3 Ann 


551 


4 


10 , 


. 3 


38 


12 


US -10 -315 -964A-3 44 




L A A A v^v-\ 
O *± *± , J-v^J^J 


552 


4 


10 , 


. 3 


38 


12 


US-10-315-964A-348 




34ft Ann 


553 


4 


10 . 


. 3 


38 


12 


US -10-317-25 1A-119 


^pnnpnrp 

\D C LXC1 J. l_ C- 


119 Ann 


554 


4 


10 . 


.3 


38 


12 


US -10-317-25 1A-160 


Cprri i pn r-> q 


i c A Ann 


555 


4 


10 . 


, 3 


38 


12 


US -10-317-25 1A-331 


C o m i pri r~> ca 


3 31 Ann 

J O X , XALJ LV 


556 


4 


10 < 


, 3 


38 


12 


11^-10-117 -2 SI A-H2 


Corn i cm /-i 


3 3 9 Ann 


557 


4 


10 . 


. 3 


38 


12 


US-10-3l7-2R1A-m 




3 3 3 Ann 


558 


4 


10 . 


, 3 


38 


12 


US-10-317-251A-344 


Cprn 1 pn Z" 1 0 


3 44 Ann 


559 


4 


10 . 


. 3 


38 


12 


US -10-317-25 1A -348 




3 4ft Arm 


560 


4 


10 . 


. 3 


38 


12 


US-10-317-252A-T 19 


Cpm i pri /~» ci 


119 Ann 


561 


4 


10 . 


. 3 


38 


12 


US-10-317-252A-160 


i_) 53 LX~i ll_ 


1 60 Ann 


562 


4 


10. 


3 


38 


12 


US-10-317-252A-331 


Sequence 


331, App 


563 


4 


10. 


3 


38 


12 


US-10-317-252A-332 


Sequence 


332, App 


564 


4 


10 . 


3 


38 


12 


US-10-317-252A-333 


Sequence 


333, App 


565 


4 


10. 


3 


38 


12 


US-10-317-252A-344 


Sequence 


344, App 


566 


4 


10. 


3 


38 


12 


US-10-317-252A-348 


Sequence 


348, App 


567 


4 


10. 


3 


38 


12 


US-10-339-740-227 


Sequence 


227, App 


568 


4 


10. 


3 


38 


12 


US-10-351-641-83 


Sequence 


83, Appl 


569 


4 


10. 


3 


38 


14 


US-10-001-870-197 


Sequence 


197, App 



b 1 U 


A 

4 


i a 
1 U 


6 


*3 Q 


1 A 

14 


TTC 1A AA/i - 'IR 


Sequence 35, Appl 


b / 1 


A 

4 


i a 
1U 


6 


*3 Q 

Jo 


1 A 

14 


TTC 1 A AAT Q"7C Om 

Ub-lU-UUl-o /b-zU / 


Sequence 207, App 


b /z 


4 


1 A 

1U 


-J 
6 


1 Q 
JO 


lb 


TTC 1A AT/J Q'i/l Ql 

ub - iu-uj4-yj4-y / 


Sequence 97, Appl 


573 


4 


10 


3 


38 


15 


US -10-300-616-34 


Sequence 34, Appl 


574 


4 


i a 

10 


3 


38 


15 


US -10-106-698-4430 


Sequence 443 0, Ap 


b /b 


4 


1 A 

1U 


6 


o 0 
JO 


lb 


T TC T A TA/T CQO Tin 

Ub- ID - lUb -b yo - 1 166 


Sequence 7133, Ap 


b /b 


yt 
4 


1 A 

1U 


6 


Jo 


lb 


T TC 1A 1AC CQO Q1 01 

ub - lu-iub-byy-oizi 


Sequence 8121, Ap 


oft 


4 


i a 
1U 


-} 

.3 


"3 Q 

0 y 


Q 

y 


TTC AO T1Q om 1QO 

ub-uy - / jy-yu /-iyz 


Sequence 192, App 


b /o 


4 


1 u 


-> 


"3 Q 


n 

y 


Tin A Q OOA QOA A Q 

ub-oy-zzu -yzu-4o 


Sequence 48, Appl 


b /y 


yl 
4 


1 A 

1U 


6 


jy 


y 


T TC AQ QylO Q/l C TO 

Ub- Uy-o4 J -o4b - lz 


Sequence 12 , Appl 


c o a 
bo U 


4 


1 A 

1U 


o 
.j 


J y 


y 


ub- uy- y4b -z J y- 1 6 


Sequence 13, Appl 


bo 1 


yl 

4 


1 A 

1U 


-j 


jy 


y 


TTC AQ O C A TCI "3 C O T C 

Ub-Uy-ob4 - /bl-Jbzlb 


bequence 3bzib, a 


bOZ 


yi 
4 


1 A 

1U 


6 


"3 Q 

j y 


Q 

y 


TTC AQ QC/1 "7C1 /lAOOQ 

Ub-Uy -ob4 - / bl-4UJzo 


bequence 4Ujzo, a 


583 


4 


"1 A 

10 


3 


39 


9 


US- 09 -8 64 -761-4 1084 


Sequence 41084, A 


EZ Q A 

bo4 


4 


1 A 
1U 


6 


3y 


y 


TTC AQ O/T/1 A A "~l O (~\ 

Ub- Uy -864 - /bl-44 /oU 


Sequence 4478 0, A 


tZ Q CZ 

bob 


4 


1 V 


J 


39 


9 


T TC 1 AO OT/I OA 

Ub -09-814-12^-84 


Sequence 84, Appl 


bob 


4 


1 A 

1 u 


Q 


jy 


y 


TTC AQ TCyl OCQ T ACA 

Ub-Uy - / b4-oby-lUbU 


Sequence 1050, Ap 


DO / 


yl 
4 


1 A 
1 U 




"3 Q 

j y 


1 A 

1 u 


TTC AQ Q1A A*71 O 

ub-uy-yiu-u / i-z 


Sequence 2, Appli 


CQQ 

boo 


4 


1 A 
1U 


J 


O Q 

jy 


1 A 

1U 


TTC AQ QOr 1 A A 1 no 

ub- uy - yzb - 6 uu - ib /y 


Sequence 157 9, Ap 


boy 


A 

4 


1 A 
1U 


6 


1 Q 

j y 


1 A 
1U 


T TO AQ dO A O/l C 

Ub- Uy - yo4 -z4b-lzJ 


Sequence 123 , App 


con 

DZfV 


yl 
4 


1 u 


J 


"3 Q 

J y 


1 1 


TTC AQ Q Q "3 QAO 1 Q yl 

Ub-Uy -yo 6 -oUz-Jo4 


Sequence 3 84, App 


jjI 


4 


1 A 
1U 


o 


T Q 

j y 


1 1 
1 1 


TTC AQ QQO QAO CTO 

ub-uy -yts 6 - oUz-b /z 


Sequence 672 , App 


b 


yl 


1 A 

1 u 


J 


"3 Q 

j y 


1 1 


T TO AQ QQ1 TAQ A "~l 

ub- oy- yy 1 -z uy-4 / 


Sequence 47, Appl 


b y J 


4 


1 A 
1 U 


D 


j y 


11 


T TO AQ QCZT TCO 

Ub- Uy-ybb-zbz -123 


Sequence 123, App 


CZ Q A 

by4 


A 

4 


1 A 
1U 


6 


O Q 

3y 


11 


t to AO AO"! C\ff 

US-U9- 983 -966-123 


Sequence 123 , App 


b y b 


yi 


1 A 

1 u 




T Q 

j y 


Iz 


TTO 1A OTQ TAA CC 

Ub- lU-ziy - / UU-bb 


Sequence 66, Appl 


byb 


yl 
4 


1 A 

1 u 


J 


0 y 


1Z 


T TO 1A OOA C^TA 1 ri 

Ub- lU-zoy -b6U-lbl 


Sequence 161, App 


c an 


yl 

4 


1 A 

1U 


6 


1 Q 

j y 


Iz 


TTC 1 A ACT CATA m 

Ub -lU-Ubl-bU /A - b / 


Sequence 57, Appl 


d y o 


4 


1 A 
1 U 


-3 
J 


j y 


lz 


T TO AQ QOI "~t C~t OC>i 

Ub-Uy -y J j - fb / -3b4 


Sequence 354, App 


CQQ 


A 

4 


1 A 
1 u 


Q 

J 


"3 Q 

j y 


lz 


T7C AQ Q'i'i 1 CI ETCQ 

ub-uy- yj j - /b / -bby 


Sequence 559, App 


c a a 


4 


1 A 
1 U 


-5 


T Q 

j y 


lz 


TTC AQ QOT "ieZ'1 1 O AiT 

Ub- Uy - y J J - / b / -IzUb 


Sequence 12 06, Ap 


bUl 


4 


1 A 

1 u 


j 


j y 


lz 


TTO T A OC1 C/11 1 yi rn 

Ub-lU- Jbl -b41-14b / 


Sequence 1457, Ap 


coo 

D Uz 


4 


1 A 
1U 


6 


j y 


lz 


T TO TA OCT /" / 1 TCOQ 

Ub- 10-3bl-641-lbz9 


Sequence 1529, Ap 


DUO 


yl 


1 A 
1 U 




O Q 

j y 


lz 


TTC AQ QCO ICC ~\ T~7 

ub-uy-ybz- /bb-i / / 


Sequence 177, App 


C A A 


A 
4 


1 A 
1 U 


6 


1 Q 

j y 


lz 


TTC AQ QCO ncC TOO 

Ub-uy-ybz - /bb-loz 


Sequence 182, App 


DUD 


4 


1 A 
1 U 


0 
0 


Q Q 

j y 


lz 


TTO AQ QCO TCC TAO 

Ub-uy-ybz- /bb-zUJ 


Sequence 2 03, App 


oUb 


4 


1 A 
1 U 




j y 


lz 


TTO AQ Q/fn nr/ 1 HAA 

Ub-Uy-ybz- /bb-z09 


Sequence 209, App 


c m 

Oil / 


4 


1 A 
1 U 


6 


1 Q 

j y 


lz 


TTC AQ QCO "~7CC *^y!T 

Ub-uy-ybz- /bb-z41 


Sequence 241, App 


bUo 


4 


1 A 
1U 




j y 


lz 


T TO 1A ATA "l C) /~ *> A m C 

US- 10 - 029 -38 6 -3 0925 


Sequence 30925, A 


o u y 


A 

4 


1 A 
1 U 


6 


"3 Q 

j y 


lz 


T TC TA AOQ OOC n 1 /in 

Ub - lU-Uzy-Job-Jll4 / 


bequence 3114/, a 


blU 


yl 

4 


1 A 

1 u 




j y 


lz 


T TO TA AOA lO/" lOT/i ft 

Ub-lU-U29- J8b -33 74 9 


Sequence 3374 9, A 


c "l 1 
oil 


yl 
4 


1 A 
1 U 


J 


Q Q 

j y 


lz 


T TO 1A A/TA CO/lf 1 O 

Ub- 1U- UbU- b J4L- o 


Sequence 8, Appli 


CIO 

biz 


A 

4 


1 A 
1U 


6 


j y 


lz 


TTO TA OCO /111 T 1-7 >-j 

Ub- 1U -zb3 -4/1-17/ 


Sequence 177, App 


bli 


yl 
4 


1 A 
1U 




O A 

j y 


lz 


US -10-253-471-182 


Sequence 182, App 


ci 4 
b!4 


A 

4 


1 A 
1U 


-> 


j y 


lz 


TTO TA ICO /in n /\o 

Ub- 1U -zb3 -471 -2 03 


Sequence 2 03, App 


c t r 
b i d 


yl 

4 


1 A 
1 U 


6 


0 Q 

5 y 


lz 


T TO TA OCO /in OAQ 

Ub-lU-2bJ-4 / l-2Uy 


Sequence 2 09, App 


bib 


yl 
4 


1 A 
1U 


-3 


jy 


lz 


T TO 1A O C O yi --7 1 O/IT 

Ub-10-2 53 -4 71 -241 


Sequence 241, App 


bl / 


A 

4 


1 A 
1U 


3 


O A 

3y 


1 O 

lz 


T to ft n Ain /*i 1 ift*^ 

US-09-938-671-192 


Sequence 192, App 
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Sequence 161, App 


623 


4 


10. 


3 


39 


15 


US-10-023-282-354 
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Sequence 511, App 


6^4 


4 


10 . 


3 


40 


9 


US-09-864-761-33396 


Sequence 33396, A 


6? s 

O J J 


4 


10 . 


3 


40 


9 


US- 09 -864 -761-3 5022 


Sequence 35022, A 


636 


4 


10 . 


3 


40 


9 


US-0 9 -864 -761-3 634 6 


Sequence 36346, A 


637 


4 


10 . 


3 


40 


9 


US-09-864-761-39655 


Sequence 3 9655, A 


638 


4 


10 . 


3 


40 


9 


US-09-864-761-41710 


Sequence 41710, A 


639 


4 


10 . 


3 


40 


9 


US-09 -864 -761-43830 


Sequence 43830, A 


640 

D ^ U 


4 


10 . 


3 


40 


9 


US- 09 -864 -761-4 6179 


Sequence 46179, A 


o *± x 


4 


10 . 


3 


40 


9 


US-09 -925 -3 01-1625 


Sequence 1625, Ap 


642 


4 


10 . 


3 


40 


9 


US- 09 -925 -299 -1468 


Sequence 1468, Ap 


643 


4 


10 . 


3 


40 


10 


US-09-919-473-5 
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67R 


4 


10 


. 3 


40 


12 


US-10-315-964A-263 


Sequence 263, App 


676 


4 


10 


.3 


40 


12 


US-10-315-964A-278 


Sequence 278, App 


677 


4 


10 


.3 


40 


12 


US-10-315-964A-321 


Sequence 321, App 


678 


4 


10 


.3 


40 


12 


US-10-315-964A-323 


Sequence 323, App 


679 


4 


10 


.3 


40 


12 


US-10-315-964A-324 


Sequence 324, App 


680 


4 


10 


.3 


40 


12 


US-10-315-964A-326 


Sequence 326, App 


681 


4 


10 


.3 


40 


12 


US-10-315-964A-327 


Sequence 327, App 


682 


4 


10 


.3 


40 


12 


US-10-315-964A-328 


Sequence 328, App 


683 


4 


10 


.3 


40 


12 


US-10-315-964A-329 


Sequence 329, App 



684 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-330 


LpiV^-X^^^ l w 


330, 


Add 


685 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-334 


^prniPrirp 


334 , 


Add 


686 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-335 


o uciiu 


335 , 


Add 


DO/ 


4 


1 0 

X \J , 




VJ 


12 


TIC!- 
uo 


1 0 
x vj 


O X 0 


V_> " xi. oou 


Corn i pnrp 




Arm 


688 


4 


10 . 


3 


40 


12 


US- 


10 


-315 


-964A-337 




337 , 


Arm 


689 


4 


10 . 


3 


40 


12 


us - 


10 


-315 


-964A-338 




338 , 


nyy 


690 


4 


10 . 


3 


40 


12 


US- 


10 


-315 


-964A-339 




339 

OO 17 / 


Ann 


691 


4 


10 . 


3 


40 


12 


US- 


10 


-315 


-964A-340 




340 , 


Ann 
nyy 


692 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-34 1 


^pmipnrp 


341 

O *t X | 


Ann 
j^yy 


693 


4 


10 . 


3 


40 


12 


us - 


10 


-315 


-964A-342 

J VJ TT XX. A 




342 , 


Ann 
*±yy 


694 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-343 


^pfnipnrp 

d\J U^l X Vw V—r 


343 


Ann 
nyy 


695 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-345 


^pmipnrp 

i_> ^ IJ.v^l J.V_ Vw^ 


345 

O 1 O / 


Ann 
r\yy 


696 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-346 

U" Xi. JT Vj 


^pnnPTirp 

iO ^ uciiL C- 


346 , 


Ann 

*^yy 


697 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-347 


Cprnipripp 


347 


Ann 

*^yy 


698 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-351 


ij ^-^i uciiv- v.; 


351 , 


Ann 
nyy 


699 


4 


10 , 


. 3 


40 


12 


US- 


10 


-315 


-964A-363 


(O C'V^ C 


363 


Ann 


700 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-372 


i^j ^ \~j m. v3i. i. l, ^ 


372 , 


Ann 

^yy 


701 


4 


10 


. 3 


40 


12 


US- 


10 


-315 


-964A-374 


Cpmipnrp 


374 


Ann 
*\yy 


702 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-376 


^ PfTl 1 PT1 P P 


376 


Ann 
*iyy 


703 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-380 


Cprfiip-nrip 


380 , 


Ann 

*^yy 


704 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-382 

Vv i XX _» (J Zj 


Sprri]pnrp 

kJ V — LJ- V-*x x V^- 


382 , 


Ann 
*^yy 


705 


4 


10 , 


. 3 


40 


12 


US- 


10 


-315 


-964A-384 


Spnnpnrp 


384, 


App 


706 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-385 


Spmipnpp 


385, 


App 


707 


4 


10 , 


. 3 


40 


12 


US- 


10 


-315 


-964A-386 


Cprrnpfipp 

i^J w VJ VJ. V— - J. i V-- 


386, 


App 


708 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-387 


Cppfiipi-ipp 


387, 


App 


709 


4 


10 . 


. 3 


40 


12 


US- 


10 


-315 


-964A-514 

^/ ~ xx. ^J -L, ~ 


Cpmipnpp 
kJ Cv^UdlL. C 


514, 


App 


710 


4 


10 


. 3 


40 


12 


us - 


10 


-315 


-9fi4A-R1 ^ 

y xi. Jl J 




515, 


App 


711 


4 


10 


. 3 


40 


12 


US- 


10 


-315 


-9fi4A-Slfi 


Cprriinr|Pp 
O CVJUCllL C 


516, 


App 


712 


4 


10 


. 3 


40 


12 


US- 


10 


-315 


-9fi4A-^1 7 




517, 


App 


713 


4 


10 


. 3 


40 


12 


US- 


10 


-317 


-251A-2 




2, Appli 


714 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-251A-2 0 


^PfTllPTlPP 


20, 


Appl 


715 


4 


10 . 


. 3 


40 


12 


us - 


10 


-317 




^ pm i pn r* p 


22, 


Appl 


716 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-251A-173 


C prri i pn r> p 


173, 


App 


717 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-251A- 174 


C pm ipnrp 


174, 


App 


718 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-251A-175 


CJprriipT-ipp 

kJ V^ VJ H. V— '1 J. V-. V— ' 


175, 


App 


719 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-251A-176 


^pmipnrp 

JCvJUCilLC 


176, 


App 


720 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-251A-177 


Cprfiiprinp 


177, 


App 


721 


4 


10 , 


. 3 


40 


12 


US- 


10 


-317 


-251A-178 


^pmipnpp 

kJ V3 V^ Li. (31 1 V_ C 


178, 


App 


722 


4 


10 , 


. 3 


40 


12 


US- 


10 


-317 


-251A- 179 


c pm i pn r*p 


179, 


App 


723 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


A-1 RO 

~J Xxl X O VJ 


Cpfriipripp 
kJCL^lXCllV— C 


180, 


App 


724 


4 


10 . 


. 3 


40 


12 


US- 


10 

X \J 


-317 

O X / 


A-1 Rl 

o in X O X 


JCLjUCllLC 


181, 


App 


725 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-?S1 A-1 82 

O w> -L xi. J. (J Xj 


C ppri i pn p p 


182, 


App 


726 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 

ox/ 


-2^1 A-1 fi^ 

xli O -LxA X O O 


Q pm i pn c p 
OCvj^LiC-iiv^C; 


183, 


App 


727 


4 


1 0 


> o 


40 


1 2 

X £t 


T TO _ 


1 0 

X VJ 


.-317 
ox/ 


-2^1 A-1 R4 

£i O XiT. lot 


Q p^ti i pn r* p 


184, 


App 


728 


4 


10 . 


. 3 


40 


12 




1 0 

X VJ 


ox/ 


-2R1 A-1 ft R 

^-i O X O O 


Q prn i pn p 


185, 


App 


729 


4 


10 , 


. 3 


40 


12 


us - 


10 


-317 


-251A-238 




238, 


App 


730 


4 


10 . 


. 3 


40 


12 


us - 


10 


-317 


-2 c i1 A-2^ 9 


C p pf-i i pn r* p 


239, 


App 


73 1 


4 


10 - 


• o 


40 

•± VJ 


1 2 

X £i 


\J O 


1 0 

X VJ 


ox/ 


-oci ZX-242 

^ O Irl zS *± 




242, 


App 


732 


4 


10 . 


. 3 


40 


12 


US- 


10 


-317 


-2S1A-243 


^pnmpnpp 


243, 


App 


733 


4 


10. 


.3 


40 


12 


us- 


10 


-317 


-251A-246 


Sequence 


246, 


App 


734 


4 


10. 


.3 


40 


12 


us- 


10 


-317 


-251A-247 


Sequence 


247, 


App 


735 


4 


10. 


.3 


40 


12 


us- 


10 


-317 


-251A-263 


Sequence 


263, 


App 


736 


4 


10. 


.3 


40 


12 


us- 


10 


-317 


-251A-278 


Sequence 


278, 


App 


737 


4 


10, 


.3 


40 


12 


us- 


10 


-317 


-251A-321 


Sequence 


321, 


App 


738 


4 


10. 


.3 


40 


12 


us- 


10 


-317 


-251A-323 


Sequence 


323, 


App 


73 9 


4 


10, 


.3 


40 


12 


us- 


10 


-317 


-251A-324 


Sequence 


324, 


App 


740 


4 


10. 


3 


40 


12 


us- 


10 


-317 


-251A-326 


Sequence 


326, 


App 



741 


4 


10 . 


3 


40 


12 


US- 


10- 


-317- 


-251A-327 


Sequence 


327, 


App 


742 


4 


10 . 


3 


40 


12 


US- 


10- 


-317- 


-251A-328 


Sequence 


328 , 


App 


743 


4 


10 . 


3 


40 


12 


us- 


10- 


-317- 


-251A-329 


Sequence 


329 , 


App 


744 


4 


10 . 


3 


40 


12 


us- 


10- 


-317- 


-251A-330 


Sequence 


330, 


App 


745 


4 


10 . 


3 


40 


12 


US- 


10- 


-317 


-251A-334 


Sequence 


334 , 


App 


746 


4 


10 . 


3 


40 


12 


US- 


10- 


-317 


-251A-335 


Sequence 


335, 


App 


747 


4 


10. 


3 


40 


12 


US- 


10- 


-317- 


-251A-336 


Sequence 


336, 


App 


748 


4 


10 . 


3 


40 


12 


us- 


10- 


-317 


-251A-337 


Sequence 


337 , 


App 


749 


4 


10. 


3 


40 


12 


us- 


10- 


-317 


-251A-338 


Sequence 


338, 


App 


750 


4 


10. 


3 


40 


12 


us- 


10- 


-317 


-251A-339 


Sequence 


33 9, 


App 


751 


4 


10 . 


3 


40 


12 


US- 


10 


-317 


-251A-340 


Sequence 


340 , 


App 


752 


4 


10. 


3 


40 


12 


us- 


10 


-317 


-251A-341 


Sequence 


341, 


App 


753 


4 


10 . 


3 


40 


12 


US- 


10 


-317 


-251A-342 


Sequence 


342 , 


App 


754 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-343 


Sequence 


343 , 


App 


755 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-345 


Sequence 


345 , 


App 


756 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-346 


Sequence 


346, 


App 


757 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-347 


Sequence 


347, 


App 


758 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-351 


Sequence 


351 , 


App 


759 


4 


10 


3 


40 


12 


us- 


10 


-317 


-251A-363 


Sequence 


363, 


App 


760 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-372 


Sequence 


372, 


App 


761 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-374 


Sequence 


374 , 


App 


762 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-376 


Sequence 


376, 


App 


763 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-380 


Sequence 


380 , 


App 


764 


4 


10 


3 


40 


12 


US- 


10 


-317 


-251A-382 


Sequence 


382 , 


App 


765 


4. 


10 


3 


40 


12 


US- 


10 


-317 


-251A-384 


Sequence 


384, 


App 


766 


4 


10 


. 3 


40 


12 


US- 


10 


-317 


-251A-385 


Sequence 


385, 


App 


767 


4 


10 


. 3 


40 


12 


US- 


10 


-317 


-251A-386 


Sequence 


386, 


App 


768 


4 


10 


.3 


40 


12 


us- 


10 


-317 


-251A-387 


Sequence 


387, 


App 


769 


4 


10 


.3 


40 


12 


us- 


10 


-317 


-251A-514 


Sequence 


514, 


App 


770 


4 


10 


. 3 


40 


12 


us- 


10 


-317 


-251A-515 


Sequence 


515, 


App 


771 


4 


10 


.3 


40 


12 


us- 


10 


-317 


-251A-516 


Sequence 


516, 


App 


772 


4 


10 


.3 


40 


12 


US- 


10 


-317 


-251A-517 


Sequence 


517, 


App 


773 


4 


10 


.3 


40 


12 


us- 


10 


-317 


-252A-2 


Sequence 


2, Appli 


774 


4 


10 


. 3 


40 


12 


us- 


10 


-317 


-252A-20 


Sequence 


20, 


Appl 


775 


4 


10 


. 3 


40 


12 


us- 


10 


-317 


-252A-22 


Sequence 


22, 


Appl 


776 


4 


10 


. 3 


40 


12 


LTS- 


10 


-317 


-252A-173 


Sequence 


173, 


App 


777 


4 


10 


. 3 


40 


12 


US- 


10 


-317 


-252A-174 


Sequence 


174, 


App 


778 


4 


10 


. 3 


40 


12 


us- 


10 


-317 


-252A-175 


Sequence 


175, 


App 


779 


4 


10 


. 3 


40 


12 


us- 


10 


-317 


-252A-176 


Sequence 


176, 


App 


780 


4 


10 


. 3 


40 


12 


us- 


10 


-317 


-252A-177 


Sequence 


177, 


App 


781 


4 


10 


.3 


40 


12 


US- 


10 


-317 


-252A-178 


Sequence 


178, 


App 


782 


4 


10 


.3 


40 


12 


us- 


10 


-317 


-252A-179 


Sequence 


179, 


App 


783 


4 


10 


.3 


40 


12 


us- 


■10 


-317 


-252A-180 


Sequence 


180, 


App 


784 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-181 


Sequence 


181, 


App 


785 


4 


10 


.3 


40 


12 


us- 


10 


-317 


-252A-182 


Sequence 


182, 


App 


786 


4 


10 


.3 


40 


12 


us- 


■10 


-317 


-252A-183 


Sequence 


183, 


App 


787 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-184 


Sequence 


184, 


App 


788 


4 


10 


.3 


40 


12 


us- 


10 


-317 


-252A-185 


Sequence 


185, 


App 


789 


4 


10 


. 3 


40 


12 


us- 


-10 


-317 


-252A-238 


Sequence 


238, 


App 


790 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-239 


Sequence 


239, 


App 


791 


4 


10 


.3 


40 


12 


us- 


•10 


-317 


-252A-242 


Sequence 


242, 


App 


792 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-243 


Sequence 


243, 


App 


793 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-246 


Sequence 


246, 


App 


794 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-247 


Sequence 


247, 


App 


795 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-263 


Sequence 


263, 


App 


796 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-278 


Sequence 


278, 


App 


797 


4 


10 


.3 


40 


12 


us- 


-10 


-317 


-252A-321 


Sequence 


321, 


App 



798 


4 


10 . 


3 


40 


12 


US-10-317-252A-323 


Sequence 


323 , App 


799 


4 


10 . 


3 


40 


12 


US-10-317-252A-324 


Sequence 


324, App 


a oo 

O U \J 


4 


10 . 


3 


40 


12 


US-10-317-252A-326 


Sequence 


326, App 


ft 01 


4 


10 . 


3 


40 


12 


US-10-317-252A-327 


Sequence 


327, App 


ft 09 

O w 


4 


10 . 


3 


40 


12 


US-10-317-252A-328 


Sequence 


328, App 


8 03 


4 


10 . 


3 


40 


12 


US-10-317-252A-32 9 


Sequence 


329, App 


ft 04 

O VJ 


4 


10 . 


3 


40 


12 


US-10-317-252A-33 0 


Sequence 


330, App 


ft OS 


4 


10 . 


3 


40 


12 


US-10-317-252A-334 


Sequence 


334, App 


ft 0£ 
o w o 


4 


10 . 


3 


40 


12 


US-10-317-252A-335 


Sequence 


335, App 


ft 07 


4 


10 . 


3 


40 


12 


US-10-317-252A-336 


Sequence 


336, App 


808 


4 


10 . 


3 


40 


12 


US-10-317-252A-337 


Sequence 


337, App 


ft 09 

O \J Zs 


4 


10 . 


3 


40 


12 


US-10-317-252A-338 


Sequence 


338, App 


ft 1 0 

o .L \j 


4 


10 . 


3 


40 


12 


US-10-317-252A-339 


Sequence 


339, App 


fill 

O -L J. 


4 


10 . 


3 


40 


12 


US-10-317-252A-34 0 


Sequence 


34 0, App 


812 


4 


10 . 


3 


40 


12 


US-10-317-252A-341 


Sequence 


341, App 


813 


4 


10 . 


3 


40 


12 


US-10-317-252A-342 


Sequence 


342, App 


ft 1 4 


4 


10 . 


3 


40 


12 


US-10-317-252A-343 


Sequence 


343, App 


ft 1 s 


4 


10 . 


3 


40 


12 


US-10-317-252A-345 


Sequence 


345, App 


ft 1 


4 


10 . 


3 


40 


12 


US-10-317-252A-34 6 


Sequence 


346, App 


ft 1 7 


4 


10 . 


3 


40 


12 


US-10-317-252A-347 


Sequence 


347, App 


8 18 


4 


10 . 


, 3 


40 


12 


US-10-317-252A-351 


Sequence 


351, App 


819 


4 


10 . 


, 3 


40 


12 


US-10-317-252A-363 


Sequence 


363, App 


820 


4 


10 . 


. 3 


40 


12 


US-10-317-252A-372 


Sequence 


372, App 


821 


4 


10 . 


. 3 


40 


12 


US-10-317-252A-374 


Sequence 


374, App 


822 


4 


10 . 


. 3 


40 


12 


US-10-317-252A-376 


Sequence 


376, App 


823 


4 


10 . 


. 3 


40 


12 


US-10-317-252A-380 


Sequence 


380, App 


824 


4 


10 , 


. 3 


40 


12 


US-10-317-252A-382 


Sequence 


382, App 


825 


4 


10 , 


. 3 


40 


12 


US-10-317-252A-384 


Sequence 


384, App 


826 


4 


10 


. 3 


40 


12 


US-10-317-252A-38 5 


Sequence 


385, App 


827 


4 


10 


. 3 


40 


12 


US-10-317-252A-38 6 


Sequence 


386, App 


828 


4 


10 


. 3 


40 


12 


US-10-317-252A-387 


Sequence 


387, App 


829 


4 


10 


. 3 


40 


12 


US-10-317-252A-514 


Sequence 


514, App 


830 


4 


10 


. 3 


40 


12 


US-10-317-252A-515 


Sequence 


515, App 


831 


4 


10 


. 3 


40 


12 


US-10-317-252A-516 


Sequence 


516, App 


832 


4 


10 


. 3 


40 


12 


US-10-317-252A-517 


Sequence 


517, App 


833 


4 


10 


. 3 


40 


12 


US-10-032-201B-111 


Sequence 


111, App 


834 


4 


10 


. 3 


40 


12 


US-10-346-802-11 


Sequence 


11, Appl 


835 


4 


10 


. 3 


40 


12 


US-09-882-171-535 


Sequence 


535, App 


836 


4 


10 


. 3 


40 


12 


US-10-331-907-14 


Sequence 


14, Appl 


837 


4 


10 


. 3 


40 


12 


US-10-106-588-10 


Sequence 


10, Appl 


838 


4 


10 


. 3 


40 


12 


US-10-106-588-11 


Sequence 


11, Appl 


R^9 


4 


10 


. 3 


40 


12 


US -10- 02 9-386-288 02 


Sequence 


28802, A 


84 0 


4 


10 


. 3 


40 


12 


US -10- 02 9-386 -2 9 123 


Sequence 


29123, A 


O rt -L 


4 


1 0 


• j 


40 


12 


US -10-062 -599-14 0 


Sequence 


14 0 , App 


842 


4 


10 


. 3 


40 


12 


US-1 0-264 -04 9-24 94 


Sequence 


2494, Ap 


843 


4 


10 


. 3 


40 


14 


US-10-042-417-67 


Sequence 


67, Appl 


R44 


4 


10 


. 3 


40 


14 


US-10-042-141-94 


Sequence 


94, Appl 


ft4 R 


4 


10 


. 3 


40 


15 


US-10-099-766-14 


Sequence 


14, Appl 


846 


4 


10 


. 3 


40 


15 


US-10-099-766-15 


Sequence 


15, Appl 


847 


4 


10 


.3 


40 


15 


US-10-012-542-312 


Sequence 


312, App 


848 


4 


10 


.3 


40 


15 


US-10-125-540-511 


Sequence 


511, App 


849 


4 


10 


.3 


40 


15 


US-10-062-831-140 


Sequence 


14 0, App 


850 


4 


10 


.3 


40 


15 


US-10-106-698-6428 


Sequence 


6428, Ap 


851 


4 


10 


.3 


40 


15 


US-10-106-698-6529 


Sequence 


6529, Ap 


852 


4 


10 


.3 


40 


15 


US-10-197-954-140 


Sequence 


140, App 


853 


3 


7 


.7 


28 


8 


US-08-424-550B-202 


Sequence 


202, App 


854 


3 


7 


.7 


28 


8 


US-08-908-884-6 


Sequence 


6, Appli 



ft 


■j 


7 _ 


7 


28 


8 


US- 


08 - 


-488- 


-123- 


10 


Sequence 


10, Appl 


ft R£ 

ODD 


*3 
J 


7 ^ 


7 


9 ft 


q 




09- 


-157- 


-748- 


4 


Sequence 


4/ Appli 


ft R7 


"3 
D 


7 


7 


9ft 


Q 

Zf 




09 - 


-799- 


-983- 


15 


Sequence 


15, Appl 


ft c; p 

o D o 


D 


7 


7 


9 ft 


Q 

ZJ 


US- 


09 - 


-846- 


-258 - 


8 


Sequence 


8, Appli 




■Z> 


7 f 


7 


28 


9 


US- 


09- 


-838- 


-785- 


25 


Sequence 


25, Appl 


ft £0 




7 _ 


7 


28 


9 


US- 


09- 


-904- 


-380- 


-30 


Sequence 


30, Appl 


ft £ 1 




7 ^ 


7 


28 


9 


US- 


09- 


-895- 


-072 - 


-27 


Sequence 


27, Appl 


ft £9 


"3 
_> 


7 r 


7 


28 


9 


US- 


09- 


-848- 


-035- 


-10 


Sequence 


10, Appl 


ft £ T 




7 


7 


9ff 


q 

Zf 


US- 


09- 


-848- 


-164- 


-105 


Sequence 


105, App 


ft fyA 


"3 
D 


7 m 


7 


28 


9 


US- 


09 - 


-864- 


-761- 


-33771 


Sequence 


33771, A 


ft fiR 

ODD 




7 . 


7 


28 


9 


US- 


09- 


-864- 


-761- 


-33837 


Sequence 


33837, A 


ft 

ODD 




7 


7 


7ft 


q 


US- 


09- 


-864 - 


-761- 


-34318 


Sequence 


34318, A 


ft £7 
O D / 


-3 


7 


7 


28 


9 

z? 


US- 


09- 


-864- 


-761- 


-34965 


Sequence 


34965, A 


ft £ft 
O D O 


D 


7 


7 


9ft 
zi 0 


9 


US- 


09 - 


-864 


-761- 


-34971 


Sequence 


34971, A 


ft ^ Q 

O D -7 


-5 
D 


7 


7 


28 


9 


US- 


09- 


-864 


-761- 


-35098 


Sequence 


35098, A 


R70 

O / \J 


3 


7 


7 


28 


9 


US- 


09- 


-864 


-761- 


-35107 


Sequence 


35107, A 


ft 71 




7 


7 


28 


9 


US- 


09- 


-864 


-761- 


-35219 


Sequence 


35219, A 


fl.79 




7 


7 


28 


9 


US- 


09- 


-864 


-761- 


-35515 


Sequence 


35515, A 


ft 7^ 

O / D 




7 


7 


28 


9 


US- 


09- 


-864 


-761- 


-35640 


Sequence 


35640, A 


OTA 




7 


7 


28 


9 


US- 


09- 


-864 


-761- 


-35924 


Sequence 


35924, A 


O / D 


D 


7 


7 


28 


9 


US- 


09 


-864 


-761- 


-36085 


Sequence 


36085, A 


ft7£ 

O / D 


"3 


7 


7 


28 


9 


US- 


09 


-864 


-761- 


-36747 


Sequence 


36747, A 


ft 77 

Oil 


.J 


7 


7 


28 


9 


US- 


09 


-864 


-761- 


-37130 


Sequence 


37130, A 


ft7R 
0/0 


3 


7 


7 


28 


9 


US- 


09 


-864 


-761- 


-37208 


Sequence 


37208, A 


R7 9 




7 


7 


28 


9 


US- 


09 


-864 


-761- 


-37728 


Sequence 


37728, A 


ftft n 

O O V 


■Z> 


7 


7 


28 


9 


US- 


09 


-864 


-761 


-37923 


Sequence 


37923, A 


ftft 1 

O O -L 


3 


7 


t 7 


28 


9 


US- 


09 


-864 


-761 


-39731 


Sequence 


39731, A 


882 


3 


7 


t 7 


28 


9 


US- 


09 


-864 


-761 


-39822 


Sequence 


39822, A 


ft ft ^ 
0 0 0 


3 


7 


t 7 


28 


9 


US- 


09 


-864 


-761 


-39959 


Sequence 


39959, A 


ft R4 
0 0 *± 


— > 


7 


# 7 


28 


9 


US- 


09 


-864 


-761 


-40184 


Sequence 


40184, A 


ftft R 
0 0 j 




7 


_ 7 


28 


9 


US- 


-09 


-864 


-761 


-40236 


Sequence 


40236, A 


ft ft 
0 0 0 




7 


. 7 


28 


9 


US- 


-09 


-864 


-761 


-40453 


Sequence 


40453, A 


RR7 
00/ 


3 


7 


. 7 


28 


9 


US- 


-09 


-864 


-761 


-40487 


Sequence 


40487, A 


flft ft 
000 


3 


7 


# 7 


28 


9 


US- 


-09 


-864 


-761 


-40663 


Sequence 


40663, A 


ft ft 9 
0 0 j 




7 


^ 7 


28 


9 


US- 


-09 


-864 


-761 


-41015 


Sequence 


41015, A 


ft 90 


3 


7 


. 7 


28 


9 


US- 


-09 


-864 


-761 


-41604 


Sequence 


41604, A 


R91 

O J3 X 


3 


7 


^ 7 


28 


9 


US- 


-09 


-864 


-761 


-42008 


Sequence 


42008, A 


892 


3 


7 


. 7 


28 


9 


US- 


-09 


-864 


-761 


-42022 


Sequence 


42022, A 


8 93 


3 


7 


. 7 


28 


9 


US- 


- 09 


-864 


-761 


-42080 


Sequence 


42080, A 


ft 94 


3 


7 


. 7 


28 


9 


US- 


- 09 


-864 


-761 


-42292 


Sequence 


42292, A 


R9R 

0 .7 j 


3 


7 


. 7 


28 


9 


US- 


-09 


-864 


-761 


-42456 


Sequence 


42456, A 


896 


3 


7 


# 7 


28 


9 


US- 


-09 


-864 


-761 


-42519 


Sequence 


42519, A 


R 97 




7 


^ 7 


28 


9 


US- 


-09 


-864 


-761 


-42702 


SeQusnce 


42702, A 


fl 9fl 
0 j 0 


D 


7 


7 


9ft 


q 

Zf 


T TC _ 


-09 

\J Z* 


OUT 


-761 


-42930 


Cnrriiprirtp 


42930, A 


fl 99 
0 j j 




7 


^ 7 


9R 
Zi 0 


q 

z* 


US- 


- 09 


-864 


-761 


-43955 




43955, A 


900 

Z* \f V 




7 


_ 7 


28 


q 

Zf 


US- 


-09 


-864 


-761 


-44205 


Semipnce 

V-J V^- J. J. s — . — 


44205, A 


9m 

zt \j -l 


-3 


7 


t 7 


28 


9 


US- 


-09 


-864 


-761 


-44241 


Sequence 


44241, A 


909 

Z) \J £* 


-3 


7 


^ 7 


28 


q 

z* 


US- 


-09 


-864 


-761 


-44249 


^ecrnpnce 


44249, A 


9m 


It 
D 


7 


7 


9ft 


q 




-09 

\J ZJ 


0 0 


-761 


-44625 


^ecnience 


44625, A 


904 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-44626 


Sequence 


44626, A 


905 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-44688 


Sequence 


44688, A 


906 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-44806 


Sequence 


44806, A 


907 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-44899 


Sequence 


44899, A 


908 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-45102 


Sequence 


45102, A 


909 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-45199 


Sequence 


45199, A 


910 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-45427 


Sequence 


45427, A 


911 


3 


7 


.7 


28 


9 


us- 


-09 


-864 


-761 


-45563 


Sequence 


45563, A 



912 


3 


7 


. 7 


28 


9 


US -09- 


■864 


-7£1 

/ O 1 


T± O J 1 Xj 




ACTI £ A 
tujID, r\ 


913 


•J 


7 


t 7 


28 


Q 

zj 


T TC _ f) Q _ 
UO \J Zf 


■ ft 64 


/ D 1 


JO J 






914 


3 


7 


. 7 


28 


9 


US-09 - 


•864 


-761 


-46937 


C om i on o 


46937, A 


915 


3 


7 


. 7 


28 


9 


US -09 - 


•864 


-761 

/ O 1 


/ J O 


Q o m i on r - * 
O C Ij^ 1 L- C 


47458, A 


916 


3 


7 


. 7 


28 


9 


US-09 - 


864 


-761 


-47891 


O f^r-i -i or! r* cs 
lDCL[L1C11L_C 


47891, A 


917 


3 


7 


. 7 


28 


9 


US-09 - 


•864 


-761 


-48171 




48171, A 


918 


3 


7 


. 7 


28 


9 


US-09 - 


•864 


-761 


-48752 


Q o m i on o 


48752, A 


919 


3 


7 


. 7 


28 


9 


US-09 - 


■864 


-761 


-48764 


C o/Ti i on o 

OCL|LlCllLC 


48764, A 


920 


3 


7 


. 7 


28 


9 


US - 0 9 - 


815 


-242 


-12924 


C om i on c o 

OC^UCllUC 


12924, A 


921 


3 


7 


. 7 


28 


9 


US-09 - 


815 


-242 


-13 123 


C ofn i on f* o 


13123, A 


922 


3 


7 


. 7 


28 


9 


US -09 - 


■728 


-721 


-21 




21, 


Appl 


923 


3 


7 


. 7 


28 


9 


US -09 - 


728 


-721 


-22 


Q o m i on c o 


22, 


Appl 


924 


3 


7 


. 7 


28 


9 


US - 0 9 - 


728 


-721 


-23 




23, 


Appl 


925 


3 


7 


. 7 


28 


9 


US - 0 9 - 


782 


-980 


-144 


CT o/^i i on o 

OCLjUCllLC 


144, App 


926 


3 


7 


. 7 


28 


9 


US -09- 


782 


-980 


-164 


om i on c o 


164, App 


927 


3 


7 


. 7 


28 


9 


US - 0 9 - 


782 


-98 0 


-165 


Cprriipnnp 


165, App 


928 


3 


7 


. 7 


28 


9 


US - 09 - 


■908 


-323 


-6 


Q om i on r - * o 

OC^LlCllV_C 




S-TYT^I "1 
ri^ipi 1 


929 


3 


7 , 


. 7 


28 


9 


US - 0 9 - 


■815 


-626 


-11 




1 1 
1 1 , 


A r*\"r\ 1 


930 


3 


7 , 


. 7 


28 


9 


US - 0 9 - 


■879 


-666 


-4 


Q om i on c o 




Appl 1 


931 


3 


7 , 


. 7 


28 


9 


US - 09 - 


737 


-379 


-4 




4 




932 


3 


7 


. 7 


28 


9 


US - 0 9 - 


737 


-379 


-9 




Q 


7A TTT> 1 "1 

r\y>\J± 1 


933 


3 


7 , 


. 7 


28 


9 


US-09 - 


■920 


-552 


-48 




4 ft 


7A T^T^ "1 
/\ppi 


934 


3 


7 , 


. 7 


28 


9 


US-09 - 


796 


-744 


_2 


Com iprirp 


9 


A 7~\r^ 1 "i 
/ippx 1 


935 


3 


7 , 


. 7 


28 


9 


US - 0 9 - 


929 


-818 


_1 


C. om i on r* o 


i 

-L / 


rl-]jp± ± 


936 


3 


7 , 


. 7 


28 


9 


US - 09 - 


929 


-818 


_2 


Q o m i on c o 


9 


Appl i 


937 


3 


7 , 


. 7 


28 


9 


US- 09 - 


929 


-818 


-3 


CI om i on r» o 


o 

J / 


Appl i 


938 


3 


7 , 


. 7 


28 


9 


US- 09 - 


929 


-818 


-4 


QpmiPTipP 

OC^UCllLC 




Appl i 


939 


3 


7 . 


. 7 


28 


9 


US - 0 9 - 


929 


-818 


-5 


Cprrii on C P 


J / 


Appl i 


940 


3 


7 . 


. 7 


28 


9 


US- 09 - 


929 


-818 


-6 


Q om i on r* o 


O / 


Appl i 


941 


3 


7 , 


. 7 


28 


9 


US - 0 9 - 


929 


-818 


_7 


^om l pnrp 


n 


Appl i 


942 


3 


7 , 


. 7 


28 


9 


US- 09 - 


929 


-818 


-10 




i n 


Appl 


943 


3 


7 , 


. 7 


28 


9 


US- 09 - 


929 


-818 


-11 


Cpm n on f o 


1 1 

ll , 


Appl 


944 


3 


7 . 


. 7 


28 


9 


US - 0 9 - 


929 


-818 


-12 


Cpm lpnpp 


1 9 


Appl 


945 


3 


7 , 


, 7 


28 


9 


US -09 - 


929 


-818 


-13 


Q orti i on r -1 o 


13, 


Appl 


946 


3 


7 , 


. 7 


28 


9 


US -09 - 


929 


-818 


-14 


Q o m i on o 

DC4UCliLC 


14, 


Appl 


947 


3 


7 , 


, 7 


28 


9 


US-09 - 


929 


-818 


-15 


Q o m i on c o 

JC^UCUL c 


15, 


Appl 


948 


3 


7 , 


, 7 


28 


9 


US -09- 


929 


-818 


-16 


pAi i on r* o 

OCL^UCllL- c 


16, 


Appl 


949 


3 


7 , 


, 7 


28 


9 


US -09- 


929 


-818 


-17 


Q om i on r* o 


17, 


Appl 


950 


3 


7 , 


, 7 


28 


9 


US -09- 


929 


-818 


-1ft 

1 o 


C?om ionpQ 


18, 


Appl 


951 


3 


7 , 


. 7 


28 


9 


US -09- 


929 


-818 


-1 9 

1 Zf 


t_» CLjUcI Iv- C 


19, 


Appl 


952 


3 


7 . 


. 7 


28 


9 


US - 09 - 


929 

Zf Zf 


-ftl ft 


-91 


Q om i on /™* o 


21, 


Appl 


953 


3 


7 . 


, 7 


28 


9 


US -09- 


929 


-818 


-22 


Cpni i on fo 
iJCLJUCiiL c 


22, 


Appl 


954 


3 


7 . 


, 7 


28 


9 


US -09- 


929 


-818 


o 


Qorii i on o 


26, 


Appl 


955 


3 


7 , 


7 


9ft 


Q 

-? 


uc! -09 - 


999 

Zf £iZt 


-Rift 

OlO 


-97 


C o i^f 1 1 on ^ *~\ 


27, 


Appl 


956 


3 


7 . 


7 


28 


Q 

Zf 


U" %D \J Zf 


999 

ZJ £jZ> 


- ftl ft 

OlO 


-9ft 




28, 


Appl 


957 


3 


7 , 


7 


28 


Q 

Zf 


lj o \J ZJ 


999 

ZJ £> ZJ 


-ft 1 ft 

OlO 


-9 9 


Co/ri i on 


29, 


Appl 


958 


3 


7 . 


7 


28 


9 


US -09- 


999 

Zf £* Zf 


-ft 1 ft 

OlO 


Of) 




30, 


Appl 


959 


3 


7 , 


7 


9fl 


q 

Zf 


\J Zf 


99 9 

Zf AZf 


-Rift 

O J. o 


-71 

jl 


Cq/ti i £Tin r* d. 

DcCjUcIlLc 


31, 


Appl 


960 


3 


7 . 


7 


28 


9 


US -09 - 


Zf Zf 


-ft 1 ft 

OlO 


-79 


Q o rxi i on f~* o 


32, 


Appl 


961 


3 


7. 


7 


28 


9 


US-09- 


929' 


-818 


-33 


Sequence 


33, 


Appl 


962 


3 


7. 


7 


28 


9 


US-09- 


929 


-818 


-34 


Sequence 


34, 


Appl 


963 


3 


7. 


7 


28 


9 


US-09- 


929 


-818 


-35 


Sequence 


35, 


Appl 


964 


3 


7. 


7 


28 


9 


US-09- 


929' 


-818 


-36 


Sequence 


36, 


Appl 


965 


3 


7. 


7 


28 


9 


US-09- 


929- 


-818- 


-37 


Sequence 


37, 


Appl 


966 


3 


7. 


7 


28 


9 


US-09- 


929- 


-818- 


-38 


Sequence 


38, 


Appl 


967 


3 


7. 


7 


28 


9 


US-09- 


929- 


-818- 


-39 


Sequence 


39, 


Appl 


968 


3 


7. 


7 


28 


9 


US-09- 


929- 


-818- 


-40 


Sequence 


40, 


Appl 



969 

Zf D Zf 


.J 


7 


7 


28 


q 


TT<^-09-999-ft1 ft - 4 1 

CO VJ „7 Zf &Zf OXO rr X 


Corn lonr^ 


4 1 


Z1ttt"»1 
Appx 


970 
zt i \j 


J 


7 
i 


7 


9fl 


Q 

-7 


TT^-09-999-ft1 ft - 4 7 

UO U? Zf £iZf OXO *± J 


O cirri l &n o 
O Ct^LlCllL- c: 


4 1 


-H.ppx 


971 




7 
/ 


7 


9fl 


9 


TT c I-09-999-ft1 ft - 4 4 

U O \) Zf Zt Zf OXO *± ^± 


Q Of^n i on f' o 
DCLjLlCllL C 


44 


Zirvpil 
/ipp± 


979 


o 

o 


/ 


7 

i 


9fl 


q 


TT^-nq-q99-fti r - 4 r 

UO Zt £*Zf OlO *± J 


o c U. c 1 1 1- c 




Appi 


97~} 
z* i o 


r> 


7 


7 


28 


q 


TT c J-09-999-ft1 ft - 4 6 

U -/ Zf £i Zf O-LO *± O 




46 


/ippx 


974 

J7 / r± 


3 


7 


7 


28 


9 


TI^-09-999-fil ft-47 

U O VJJ7 Zf Zf O-LO *± / 




47 


Appx 


975 


3 


7 


7 


28 


9 


TT^-09-999-R1 ft-4ft 

U O O J^/ ^ £t Zf O-LO j: O 


Q om l on r~* o 


4R 


>\ppx 


976 


3 


7 


7 


28 


9 


US- 09 -92 9 -8 18 -49 

WO \7J7 -J £t J O -L CJ ~ 


C ofn l on r~* o 


49 


At»t»1 
-ttppx 


977 

_7 / / 


o 


7 


7 


9 ft 


q 


TT c ;-09-999-ft1 ft - S 0 

UO W J7 Zf Zf OXO -J o 


iJCLjUCilLC 




APP± 


97ft 


3 


7 


7 


2 8 


9 


im-09-929-81R- c il 

UO V7-7 J £t ~J O -L CJ ~J X 


c om i on o 

O C- Ll C- 1 i ^ C 


R 1 




979 


3 


7 


7 


28 


9 


tl^- 09 -92 9 -ft 1ft -R2 


C om i on r 1 o 


R9 


AppX 


9ft 0 

-7 O VJ 


o 


7 


7 


9R 


q 

Zf 


TJ^-09-999-ft1 fl - R 7 

UO V -7 Zf f-j Zf O-LO JJ 


Q om i on r~* o 

OCL^LiCllL-C 


jj , 


App± 


9ft 1 

_7 O X 


-a 


7 


7 


9R 


9 

-7 


TT c I-09-999-ft1fl-R4 

UO W -7 Zf £t Zf OlO JTC 


Qom i onro 
O tSU^LitriH— tr 


R4 


Appi 


9R9 
J o ^ 




7 


7 


9R 


q 

Zf 


TTc;-oq-q9q-fti ft - 6 1 

UO U _/ Zf £*Zf oxo Ol 


OcLJUcIlLc 


6 1 
Dx , 


Appl 


9fn 




7 


7 


9R 


q 


TT^-09-999-ft1 ft - 6 9 

UO U -7 ZftiZf OXO Do 


Q o fn i on o 


69 


Appi 


9R4 


-J 


7 


7 


9fl 


q 

-7 


TTC3-09-999-R1 ft - 6 6 

UO U _7 Zf £, Zf OXO DD 


Q oni lonc^o 


66 

DO, 




9R R 

J O J 


3 


7 


7 


9 ft 


q 


TT^-09-999-R1 ft - 6 9 

UO O V Zf Zf OXO 


Q 0(Ti i on o 


69 


APP± 


9R6 
o o 


o 


7 


7 


9ft 


q 


UC;-09-999-R1 ft - 7 6 

UO -7 Zf Zf OXO /o 


cr om i on o 


76 
/ o , 


A -M'M 1 

Appx 


9ft 7 
_? o / 


_) 


7 


7 


9 ft 


q 

_7 


TTCI-09-999-R1 R-77 

UO U -7 Zf£*Zf OXO / / 


CT om i on o 

OCLjUCIlLC 


77 


App± 


9ft ft 

J o o 


11 
o 


7 


7 


9 ft 


q 


TT^-09-999-R1 R-flO 

UO V7 ^ Zf f-> Zf OXO O VJ 


Q o/T^i i on o 

iJCLjUdilLC 


ft 0 

O \J f 


^PP± 


9fl 9 

J O J 




7 


7 


9 ft 


q 

Zf 


TTq_n9-99q-R1 R-fl7 

UO W J-' Zf £t Zf OXO O / 


C om i on c* o 


R7 


Appx 


990 


-a 
o 


7 


7 


9 R 


q 

Zf 


TTCI-09-999-R1 R-94 

UO W -7 Zf Zf OXO ^7*± 


O i on r^ 1 o 


94 

ZJ* , 


Arm 1 
Appi 


991 

-7 Zf X 


o 


7 


7 


9 R 


q 

-7 


TTCI-09-999-R1 R-9R 

UO \7 -7 Zf Zf OXO -7_) 


Q OM'i i on r* o 


9R 
z)D , 


ivppi 


992 


3 


7 


7 


28 


9 


11^-09-999-ftl ft - 97 

UO W _y J/ij J/ OXO / 


Sequence 




A T^T^ "1 
^PP± 


993 


3 


7 


7 


28 


9 


US-09-929-818-99 


Sequence 


99, 


Appl 


994 


3 


7 


7 


28 


9 


US-09-929-818-100 


Sequence 


100, 


App 


995 


3 


7 


7 


28 


9 


US-09-929-818-101 


Sequence 


101, 


App 


996 


3 


7 


7 


28 


9 


US-09-929-818-102 


Sequence 


102, 


App 


997 


3 


7 


7 


28 


9 


US-09-929-818-103 


Sequence 


103, 


App 


998 


3 


7 


7 


28 


9 


US-09-929-818-104 


Sequence 


104, 


App 


999 


3 


7 


7 


28 


9 


US-09-929-818-105 


Sequence 


105, 


App 


1000 


3 


7 


7 


28 


15 


US-10-216-209-62 


Sequence 62, 


Appl 



ALIGNMENTS 



RESULT 1 

US-09-843-221A-160 

; Sequence 160, Application US/09843221A 

; Publication No. US20030039654A1 

; GENERAL INFORMATION: 

; APPLICANT: KOSTENUIK, PAUL 

; APPLICMT: LIU, CHUAN-FA 

; APPLICANT: LACEY, DAVID LEE 

; TITLE OF INVENTION: MODULATORS OF RECEPTORS FOR PARATHYROID HORMONE AND 
PARATHYROID HORMONE - 

; TITLE OF INVENTION: RELATED PROTEIN 
; FILE REFERENCE: A-665B 

; CURRENT APPLICATION NUMBER: US/09/843 , 22 1A 

; CURRENT FILING DATE: 2001-04-26 

; PRIOR APPLICATION NUMBER: 60/266,673 

PRIOR FILING DATE: 2001-02-06 
; PRIOR APPLICATION NUMBER: 60/214,860 
; PRIOR FILING DATE: 2000-06-28 
; PRIOR APPLICATION NUMBER: 60/200,053 

PRIOR FILING DATE: 2000-04-27 



; NUMBER OF SEQ ID NOS : 170 

; SOFTWARE: Patentln version 3.1 

; SEQ ID NO 160 

LENGTH: 3 9 

TYPE: PRT 
; ORGANISM: Artificial Sequence 

FEATURE : 

OTHER INFORMATION: TIP39 
US-09-843-221A-160 

Query Match 100.0%; Score 39; DB 11; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.3e-28; 

Matches 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

IIIIIIIIIIIIIIMIIMIIIIIIIIIMIIIIIIII 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 



RESULT 2 

US-09-843-221A-170 

; Sequence 170, Application US/09843221A 

; Publication No. US20030039654A1 

; GENERAL INFORMATION: 

; APPLICANT: KOSTENUIK, PAUL 

; APPLICANT: LIU, CHUAN-FA 

; APPLICANT: LACEY, DAVID LEE 

; TITLE OF INVENTION: MODULATORS OF RECEPTORS FOR PARATHYROID HORMONE AND 
PARATHYROID HORMONE - 

; TITLE OF INVENTION: RELATED PROTEIN 
; FILE REFERENCE: A-665B 

; CURRENT APPLICATION NUMBER: US/09/843 , 221A 

CURRENT FILING DATE: 2001-04-26 
; PRIOR APPLICATION NUMBER: 60/266,673 
; PRIOR FILING DATE: 2001-02-06 
; PRIOR APPLICATION NUMBER: 60/214,860 
; PRIOR FILING DATE: 2000-06-28 
; PRIOR APPLICATION NUMBER: 60/200,053 
; PRIOR FILING DATE: 2000-04-27 
; NUMBER OF SEQ ID NOS: 170 
; SOFTWARE: Patentln version 3.1 
; SEQ ID NO 170 

LENGTH: 39 

TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: Preferred embodiments - TIP3 9 
NAME /KEY : misc_feature 
LOCATION: (39) . . (39) 

OTHER INFORMATION: Optional linker and Fc domain attached at the C-terminus 
US-09-843-221A-170 

Query Match 100.0%; Score 39; DB 11; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.3e-28; 

Matches 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 



IIIIIIIIIMIIIMIIIIIIIIIMIIIIIIIIIIII 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 



RESULT 3 
US-10-014-162-1 

; Sequence 1, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 1 

LENGTH: 3 9 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-1 

Query Match 100.0%; Score 39; DB 15; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.3e-28; 

Matches 39; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

INIIIIII IIIMIIIhllllll IMIIMM II 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 



RESULT 4 
US-10-014-162-2 

; Sequence 2, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014,162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS: 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 2 

LENGTH: 38 

TYPE : PRT 

ORGANISM: Bos taurus 



US-10-014-162-2 



Query Match 97.4%; Score 38; DB 15; Length 38; 

Best Local Similarity 100.0%; Pred. No. l.le-27; 

Matches 38; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 2 LALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

MIIIIIIIIIIIIIIMIIIIIIIIIIIMIIIIMI 

Db 1 LALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 38 



RESULT 5 

US-10-014-162-38 

; Sequence 38, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/ 10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/ 1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 38 

LENGTH: 38 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-38 

Query Match 97.4%; Score 38; DB 15; Length 38; 

Best Local Similarity 100.0%; Pred. No. l.le-27; 

Matches 38; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDA 3 8 

IIIIIIIIIIIIIIMIIIIIIIIIIIIMIIIIIMI 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDA 38 



RESULT 6 
US-10-014-162-3 

; Sequence 3, Application US/ 10 014 162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/ 014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 



; PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS : 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 3 

LENGTH: 37 

TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-3 

Query Match 94.9%; Score 37; DB 15; Length 37; 

Best Local Similarity 100.0%; Pred. No. 8.5e-27; 

Matches 37; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 3 ALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

I IIIIIIIIIIIIIIIIIIMIIIMIIIII III 

Db 1 ALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 37 



RESULT 7 

US-10-014-162-39 

; Sequence 39, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/ 10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/13 9335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS: 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 

; SEQ ID NO 39 

LENGTH: 37 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-39 

Query Match 94.9%; Score 37; DB 15; Length 37; 

Best Local Similarity 100.0%; Pred. No. 8.5e-27; 

Matches 37; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLD 37 

II III! I II M I II I 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLD 37 



RESULT 8 
US-10-014-162-4 

; Sequence 4, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 



; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014,162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

PRIOR FILING DATE: 2000-06-15 
; PRIOR APPLICATION NUMBER: 60/139335 
; PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 4 
LENGTH: 36 
TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-4 

Query Match 92.3%; Score 36; DB 15; Length 36; 

Best Local Similarity 100.0%; Pred. No. 6.7e-26; 

Matches 36; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 4 LADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

IMIIIIIIIIIIIMIIMIIIIIIIIIIIIIIII 

Db 1 LADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 36 



RESULT 9 

US-10-014-162-40 

; Sequence 40, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS: 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 40 

LENGTH: 36 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-40 

Query Match 92.3%; Score 36; DB 15; Length 36; 

Best Local Similarity 100.0%; Pred. No. 6.7e-26; 

Matches 36; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVL 36 

I' MM .1 Mill I I IM'llil, I 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVL 36 



RESULT 10 
US-10-014-162-5 

; Sequence 5, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J, 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

FILE REFERENCE: NIH175.001C1 

CURRENT APPLICATION NUMBER: US/10/014 , 162 
; CURRENT FILING DATE: 2001-12-11 

PRIOR APPLICATION NUMBER: PCT/USO 0/1677 
; PRIOR FILING DATE: 2000-06-15 
; PRIOR APPLICATION NUMBER: 60/13 9335 
; PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 5 
LENGTH: 35 
TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-5 



Query Match 89.7%; Score 35; DB 15; Length 35; 

Best Local Similarity 100.0%; Pred. No. 5.3e-25; 
Matches 35; Conservative 0; Mismatches 0; Tndels 

Qy 5 ADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

I llllll II I Ml I MM II I II III III 1 1 1 II 

Db 1 ADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 35 



RESULT 11 
US-10-014-162-41 

; Sequence 41, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

CURRENT FILING DATE: 2001-12-11 
; PRIOR APPLICATION NUMBER: PCT/US00/1677 
; PRIOR FILING DATE: 2000-06-15 
; PRIOR APPLICATION NUMBER: 60/139335 
; PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS: 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 41 

LENGTH: 35 

TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-41 



Query Match 8 9.7%; Score 35; DB 15; Length 35; 

Best Local Similarity 100.0%; Pred. No. 5.3e-25; 



Matches 



35; Conservative 0; Mismatches 0; Indels 



Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLV 35 

IIIIIIIMII llllll llllllllhlllll 
Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLV 35 



RESULT 12 
US-10-014-162-6 

; Sequence 6, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT; Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014,162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 6 

LENGTH: 34 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-6 

Query Match 87.2%; Score 34; DB 15; Length 34; 

Best Local Similarity 100.0%; Pred. No. 4.2e-24; 
Matches 34; Conservative 0; Mismatches 0; Indels 

Qy 6 DDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

MM II MM I Mill MM M 

Db 1 DDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 34 



RESULT 13 
US-10-014-162-42 

; Sequence 42, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/USOO/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS: 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 

; SEQ ID NO 42 



LENGTH: 34 
TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-42 



Query Match 87.2%; Score 34; DB 15; Length 34; 

Best Local Similarity 100.0%; Pred. No. 4.2e-24; 
Matches 34; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 
Db 



1 SLAIADDAAFRERARLLAALERRHWLNSYMHKLL 34 

IMIIIII II lllllllllllll'llllll 

1 SLALADDAAFRERARLLAALERRHWLNSYMHKLL 34 



RESULT 14 
US-10-014-162-7 

Sequence 7, Application US/10014162 
Publication No. US20030032096A1 
GENERAL INFORMATION: 
APPLICANT: Usdin, Ted B. 
APPLICANT: Hoare, Samuel R.J. 

TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 
FILE REFERENCE: NIH175.001C1 
CURRENT APPLICATION NUMBER: US/ 10/014 , 162 
CURRENT FILING DATE: 2001-12-11 
PRIOR APPLICATION NUMBER: PCT/US00/ 1677 
PRIOR FILING DATE: 2000-06-15 
PRIOR APPLICATION NUMBER: 60/139335 
PRIOR FILING DATE: 1999-06-15 
NUMBER OF SEQ ID NOS : 112 
SOFTWARE: FastSEQ for Windows Version 4.0 
SEQ ID NO 7 
LENGTH: 33 
TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-7 

Query Match 84.6%; Score 33; DB 15; Length 33; 

Best Local Similarity 100.0%; Pred. No. 3.3e-23; 

Matches 33; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 7 DAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 

MM I II 11.11 M Ml III II I IMII I II 

Db 1 DAAFRERARLLAALERRHWLNSYMHKLLVLDAP 33 



RESULT 15 
US-10-014-162-43 

; Sequence 43, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014,162 

; CURRENT FILING DATE: 2001-12-11 



; PRIOR APPLICATION NUMBER: PCT/USOO/ 1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 43 

LENGTH: 33 

TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-43 

Query Match 84.6%; Score 33; DB 15; Length 33; 

Best Local Similarity 100.0%; Pred. No. 3.3e-23; 

Matches 33; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 1 SLALADDAAFRERARLLAALERRHWLNSYMHKL 33 

I : 1 I I I ! ■ I I I I ' ■ 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMHKL 33 



RESULT 16 
US-10-014-162-8 

; Sequence 8, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS: 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 8 

LENGTH: 32 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-8 

Query Match 82.1%; Score 32; DB 15; Length 32; 

Best Local Similarity 100.0%; Pred. No. 2.6e-22; 

Matches 32; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 8 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

IIIIIIIIIIIMIIIIMMIIIIIIIIIII 

Db 1 AAFRERARLLAALERRHWLNSYMHKLLVLDAP 32 



RESULT 17 
US-10-014-162-44 

; Sequence 44, Application US/10014162 
; Publication No. US20030032096A1 



; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/ 1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 44 

LENGTH: 32 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-44 

Query Match 82.1%; Score 32; DB 15; Length 32; 

Best Local Similarity 100.0%; Pred. No. 2.6e-22; 

Matches 32; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
1 SLALADDAAFRERARLLAALERRHWLNSYMHK 32 

1 1 1 1 1 1 ! 1 1 1 M I 1 1 1 1 1 1 I 

1 SLALADDAAFRERARLLAALERRHWLNSYMHK 32 



RESULT 18 
US-10-014-162-9 

; Sequence 9, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B . 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/ 1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS: 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 9 

LENGTH: 31 

TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-9 

Query Match 79.5%; Score 31; DB 15; Length 31; 

Best Local Similarity 100.0%; Pred. No. 2.1e-21; 

Matches 31; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 9 AFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

1 1 III I! I II III 1 1 III 1 1 1 Mill III I 



Qy 
Db 



Db 



1 AFRERARLLAALERRHWLNSYMHKLLVLDAP 31 



RESULT 19 
US-10-014-162-45 

; Sequence 45, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

FILE REFERENCE: NIH175.001C1 
; CURRENT APPLICATION NUMBER: US/10/014,162 

CURRENT FILING DATE: 2001-12-11 
; PRIOR APPLICATION NUMBER: PCT/USOO/1677 
; PRIOR FILING DATE: 2000-06-15 
; PRIOR APPLICATION NUMBER: 60/139335 

PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 45 
LENGTH: 31 
TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-45 

Query Match 79.5%; Score 31; DB 15; Length 31; 

Best Local Similarity 100.0%; Pred. No. 2.1e-21; 
Matches 31; Conservative 0; Mismatches 0; Indels 

QY 1 SLALADDAAFRERARLLAALERRHWLNSYMH 31 

IIIIMIIIIIIMIIIIIIIIIIIIIIIII 

Db 1 SLALADDAAFRERARLLAALERRHWLNSYMH 31 



RESULT 2 0 
US-10-014-162-78 

; Sequence 78, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

CURRENT FILING DATE: 2001-12-11 
; PRIOR APPLICATION NUMBER: PCT/USOO/1677 
; PRIOR FILING DATE: 2000-06-15 
; PRIOR APPLICATION NUMBER: 60/139335 
; PRIOR FILING DATE: 1999-06-15 

NUMBER OF SEQ ID NOS: 112 
; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 78 

LENGTH: 31 

TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-78 



Query Match 79.5%; Score 31; DB 15; Length 31; 

Best Local Similarity 100.0%; Pred. No. 2.1e-21; 

Matches 31; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 9 AFRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

I II I Mill 1 11,1 1 1 IMil n Mill I 

Db 1 AFRERARLLAALERRHWLNSYMHKLLVLDAP 31 



RESULT 21 
US-10-014-162-10 

; Sequence 10, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE : 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US0 0/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 10 
LENGTH: 30 
TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-10 

Query Match 76.9%; Score 30; DB 15; Length 30; 

Best Local Similarity 100.0%; Pred. No. 1.7e-20; 

Matches 30; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 10 FRERARLLAALERRHWLNSYMHKLLVLDAP 3 9 

MIMIII MMMIIMM MMIMM 

Db 1 FRERARLLAALERRHWLNSYMHKLLVLDAP 30 



RESULT 22 
US-10-014-162-46 

; Sequence 46, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

FILE REFERENCE: NIH175.001C1 
; CURRENT APPLICATION NUMBER: US/ 10/014 , 162 
; CURRENT FILING DATE: 2001-12-11 
; PRIOR APPLICATION NUMBER: PCT/US00/1677 
; PRIOR FILING DATE: 2000-06-15 
; PRIOR APPLICATION NUMBER: 60/139335 
; PRIOR FILING DATE: 1999-06-15 



NUMBER OF SEQ ID NOS : 112 
SOFTWARE : FastSEQ for Windows Version 4.0 
SEQ ID NO 46 
LENGTH: 30 
TYPE: PRT 

ORGANISM : Bos taurus 
US-10-014-162-46 



Query Match 76.9%; Score 30; DB 15; Length 30; 

Best Local Similarity 100.0%; Pred. No. 1.7e-2 0; 
Matches 30; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



1 SLALADDAAFRERARLLAALERRHWLNSYM 30 

IMIIIIIIIIIIIIIIIIIIIIIIIIIII 
1 SLALADDAAFRERARLLAALERRHWLNSYM 30 



RESULT 23 
US-10-014-162-79 

; Sequence 79 , Application US/ 100 14 162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/ 10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US0 0/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS: 112 
; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 79 

LENGTH: 3 0 

TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-79 

Query Match 76.9%; Score 30; DB 15; Length 30; 

Best Local Similarity 100.0%; Pred. No. 1.7e-20; 

Matches 30; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 10 FRERARLLAALERRHWLNSYMHKLLVLDAP 39 

1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 M I ! 1 1 1 ! 1 1 1 1 1 1 

Db 1 FRERARLLAALERRHWLNSYMHKLLVLDAP 30 



RESULT 24 
US-10-014-162-11 

; Sequence 11, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 



; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS : 112 

SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 11 

LENGTH: 29 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-11 



Query Match 74.4%; Score 29; DB 15; Length 29; 

Best Local Similarity 100.0%; PrecL No. 1.3e-19; 

Matches 29; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 11 RERARLLAALERRHWLNSYMHKLLVLDAP 39 

IMIIIIIIIIIIIMIIIMMIIIIII 

Db 1 RERARLLAALERRHWLNSYMHKLLVLDAP 2 9 



RESULT 25 
US-10-014-162-47 

; Sequence 47, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS: 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 

; SEQ ID NO 47 

LENGTH: 2 9 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-47 

Query Match 74.4%; Score 29; DB 15; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.3e-19; 

Matches 29; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 1 SLALADDAAFRERARLLAALERRHWLNSY 29 

I I I 1 I I I 1 I t I I I 1 I I II I I I I I I I I I I I 
Db 1 SLALADDAAFRERARLLAALERRHWLNSY 2 9 



RESULT 26 



US-10-014-162-80 

; Sequence 80, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/10/014,162 

; CURRENT FILING DATE: 2001-12-11 

; PRIOR APPLICATION NUMBER: PCT/US00/1677 

; PRIOR FILING DATE: 2000-06-15 

; PRIOR APPLICATION NUMBER: 60/139335 

; PRIOR FILING DATE: 1999-06-15 

; NUMBER OF SEQ ID NOS : 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 

; SEQ ID NO 80 

LENGTH: 2 9 

TYPE : PRT 

ORGANISM: Bos taurus 
US-10-014-162-80 



Query Match 74.4%; Score 29; DB 15; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.3e-19; 

Matches 29; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 11 RERARLLAALERRHWLNSYMHKLLVLDAP 39 

IMIIIIMIIIIIIIIIIIIIIIIIIII 

Db 1 RERARLLAALERRHWLNSYMHKLLVLDAP 2 9 



RESULT 27 
US-10-014-162-48 

; Sequence 48, Application US/10014162 

; Publication No. US20030032096A1 

; GENERAL INFORMATION: 

; APPLICANT: Usdin, Ted B. 

; APPLICANT: Hoare, Samuel R.J. 

; TITLE OF INVENTION: PARATHYROID HORMONE RECEPTOR LIGANDS 

; FILE REFERENCE: NIH175.001C1 

; CURRENT APPLICATION NUMBER: US/ 10/014 , 162 

; CURRENT FILING DATE: 2001-12-11 

PRIOR APPLICATION NUMBER: PCT/US00/1677 
; PRIOR FILING DATE: 2000-06-15 
; PRIOR APPLICATION NUMBER: 60/139335 
; PRIOR FILING DATE: 1999-06-15 
; NUMBER OF SEQ ID NOS: 112 

; SOFTWARE: FastSEQ for Windows Version 4.0 
; SEQ ID NO 48 

LENGTH: 2 8 

TYPE: PRT 

ORGANISM: Bos taurus 
US-10-014-162-48 

Query Match 71.8%; Score 28; DB 15; Length 28; 

Best Local Similarity 100.0%; Pred. No. le-18; 

Matches 28; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 1 SLALADDAAFRERARLLAALERRHWLNS 28 

Illllllllllllllllll II Mill 

Db 1 SLALADDAAFRERARLLAALERRHWLNS 28 



RESULT 28 

US-10-154-884B-11122 

Sequence 11122, Application US/10154884B 
Publication No. US20040005561A1 
GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



Gaiger, Alexander 
Algate, Paul A. 
Mannion, Jane 
Retter, Marc W. 
Corixa Corporation 

TITLE OF INVENTION: Compositions and Methods for the Detection, Diagnosis and 
Therapy of 

TITLE OF INVENTION: Hematological Malignancies 
FILE REFERENCE: 014058-013521US 
CURRENT APPLICATION NUMBER: US/10/154 , 884B 
CURRENT FILING DATE: 2002-05-23 
PRIOR APPLICATION NUMBER: US 60/186,126 
PRIOR FILING DATE: 2000-03-01 
PRIOR APPLICATION NUMBER: US 60/190,479 
PRIOR FILING DATE: 2000-03-17 
PRIOR APPLICATION NUMBER: US 60/200,545 
PRIOR FILING DATE: 2000-04-27 
PRIOR APPLICATION NUMBER: US 60/200,303 
PRIOR FILING DATE: 2000-04-28 
PRIOR APPLICATION NUMBER: US 60/200,779 
PRIOR FILING DATE: 2000-04-28 
PRIOR APPLICATION NUMBER: US 60/200,999 
PRIOR FILING DATE: 2000-05-01 
PRIOR APPLICATION NUMBER: US 60/202,084 
PRIOR FILING DATE: 2000-05-04 
PRIOR APPLICATION NUMBER: US 60/206,201 
PRIOR FILING DATE: 2000-05-22 
PRIOR APPLICATION NUMBER: US 60/218,950 
PRIOR FILING DATE: 2000-07-14 
PRIOR APPLICATION NUMBER: US 60/222,903 
PRIOR FILING DATE: 2000-08-03 

Remaining Prior Application data removed - See File Wrapper or PALM. 
NUMBER OF SEQ ID NOS: 11290 
SOFTWARE: FastSEQ for Windows Version 3.0 
SEQ ID NO 11122 
LENGTH: 28 
TYPE: PRT 

ORGANISM: Homo sapiens 
US-10 - 154 -884B- 11122 

Query Match 15.4%; Score 6; DB 12; Length 28; 

Best Local Similarity 100.0%; Pred. No. l.le+02; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



18 AALERR 23 

MINI 



Db 



3 AALERR 8 



RESULT 29 

US-10-154-884B-11106 

Sequence 11106, Application US/10154884B 
Publication No. US20040005561A1 
GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



Gaiger, Alexander 
Algate, Paul A. 
Mannion, Jane 
Retter, Marc W. 
Corixa Corporation 

TITLE OF INVENTION: Compositions and Methods for the Detection, Diagnosis and 
Therapy of 

TITLE OF INVENTION: Hematological Malignancies 
FILE REFERENCE: 014058-013521US 
CURRENT APPLICATION NUMBER: US/ 10/154 , 884B 
CURRENT FILING DATE: 2002-05-23 
PRIOR APPLICATION NUMBER: US 60/186,126 
PRIOR FILING DATE: 2000-03-01 
PRIOR APPLICATION NUMBER: US 60/190,479 
PRIOR FILING DATE: 2000-03-17 
PRIOR APPLICATION NUMBER: US 60/200,545 
PRIOR FILING DATE: 2000-04-27 
PRIOR APPLICATION NUMBER: US 60/200,303 
PRIOR FILING DATE: 2000-04-28 
PRIOR APPLICATION NUMBER : US 60/200,779 
PRIOR FILING DATE: 2000-04-28 
PRIOR APPLICATION NUMBER: US 60/200,999 
PRIOR FILING DATE: 2000-05-01 
PRIOR APPLICATION NUMBER: US 60/202,084 
PRIOR FILING DATE: 2000-05-04 
PRIOR APPLICATION NUMBER: US 60/206,2 01 
PRIOR FILING DATE: 2 000-05-22 
PRIOR APPLICATION NUMBER: US 60/218,950 
PRIOR FILING DATE: 2000-07-14 
PRIOR APPLICATION NUMBER: US 60/222,903 
PRIOR FILING DATE: 2000-08-03 

Remaining Prior Application data removed - See File Wrapper or PALM. 
NUMBER OF SEQ ID NOS : 11290 
SOFTWARE: FastSEQ for Windows Version 3.0 
SEQ ID NO 11106 
LENGTH: 31 
TYPE : PRT 

ORGANISM: Homo sapiens 
US-10-154-884B-11106 

Query Match 15.4%; Score 6; DB 12; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.2e+02; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 18 AALERR 23 

Illlll 

Db 3 AALERR 8 



RESULT 3 0 
US-10-026-741-7 

; Sequence 7, Application US/10026741 
; Publication No. US20030049604A1 
GENERAL INFORMATION: 

APPLICANT: CHARNEAU, PIERRE 
CLAVEL, FRANCOISE 
; BORMAN, ANDREW 

; QUILLENT, CAROLINE 

; GUETARD, DENISE 

MONTAGNIER, LUC 

DONJON DE SAINT-MARTIN , JACQELINE 
; COHEN, JAQUES 

TITLE OF INVENTION: NUCLEOTIDE SEQUENCES OF HIV-1 TYPE 
; SUBTYPE) ANTIGENS 

NUMBER OF SEQUENCES: 103 
CORRESPONDENCE ADDRESS: 

ADDRESSEE: Finnegan, Henderson, Farabow, Garrett & 
; Dunner , L . L . P . 

STREET: 1300 I Street, N.W. 

CITY: Washington 

STATE: DC 

COUNTRY: USA 

ZIP: 20005-3315 
COMPUTER READABLE FORM: 

MEDIUM TYPE: Floppy disk 

COMPUTER: IBM PC compatible 

OPERATING SYSTEM: PC-DOS/MS -DOS 

SOFTWARE: Patentln Release #1.0, Version #1.30 
CURRENT APPLICATION DATA: 

APPLICATION NUMBER: US/10/026 , 741 

FILING DATE: 27-Dec-2001 
PRIOR APPLICATION DATA: 

APPLICATION NUMBER: US 08/817,441 

FILING DATE: 31-AUG-1998 

APPLICATION NUMBER: PCT/FR 95/01391 

FILING DATE: 20-OCT-1995 

APPLICATION NUMBER: FR 9412554 

FILING DATE: 20-OCT-1994 

APPLICATION NUMBER: FR 9502526 

FILING DATE: 03-MAR-1995 
ATTORNEY/AGENT INFORMATION: 

NAME: Meyers, Kenneth J. 

REGISTRATION NUMBER: 25,146 

REFERENCE /DOCKET NUMBER: 03260.6005-00000 
TELECOMMUNICATION INFORMATION: 

TELEPHONE: 202-408-4000 

TELEFAX: 202-408-4400 
INFORMATION FOR SEQ ID NO: 7: 
SEQUENCE CHARACTERISTICS: 

LENGTH: 37 amino acids 

TYPE: amino acid 

STRANDEDNESS : single 

TOPOLOGY: linear 
MOLECULE TYPE: peptide 
SEQUENCE DESCRIPTION: SEQ ID NO: 7: 
US-10-026-741-7 



Query Match 15.4%; Score 6; DB 15; Length 37; 

Best Local Similarity 100.0%; Pred. No. 1.4e+02; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 13 RARLLA 18 

IIIIM 

Db 1 RARLLA 6 



RESULT 31 
US-09-779-451-40 

; Sequence 40, Application US/09779451 

; Patent No. US20020094521A1 

; GENERAL INFORMATION: 

; APPLICANT: Wild, Carl T. 

; APPLICANT: Allaway, Graham P. 

TITLE OF INVENTION: Assay for "Detection of Viral Fusion Inhibitors 
; FILE REFERENCE: 1900.0300003 
; CURRENT APPLICATION NUMBER: US/09/779,451 
; CURRENT FILING DATE: 2001-08-17 
; PRIOR APPLICATION NUMBER: US 60/235,901 
; PRIOR FILING DATE: 2000-09-28 
; PRIOR APPLICATION NUMBER: US 60/181,543 
; PRIOR FILING DATE: 2000-02-10 
; NUMBER OF SEQ ID NOS : 77 

SOFTWARE: Patentln version 3.0 
; SEQ ID NO 40 
LENGTH: 38 
TYPE : PRT 

; ORGANISM: Human immunodeficiency virus type 1 
FEATURE : 

NAME /KEY : UNSURE 
LOCATION: (18) . . (18) 

OTHER INFORMATION: May be any amino acid 
US-09-779-451-40 



Query Match 15.4%; Score 6; DB 9; Length 38; 

Best Local Similarity 100.0%; Pred. No. 1.4e+02; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 13 RARLLA 18 

IIIIM 

Db 25 RARLLA 3 0 



RESULT 32 

US-09-864-761-37845 

; Sequence 37845, Application US/09864761 

; Patent No. US20020048763A1 

; GENERAL INFORMATION: 

; APPLICANT: Penn, Sharron G. 

; APPLICANT: Rank, David R. 

; APPLICANT: Hanzel , David K. 

; APPLICANT: Chen, Wensheng 

; TITLE OF INVENTION: HUMAN GENOME -DERIVED SINGLE EXON NUCLEIC ACID PROBES 
USEFUL FOR 



TITLE OF INVENTION: GENE EXPRESSION ANALYSIS BY MICROARRAY 

FILE REFERENCE: Aeomica-X-1 

CURRENT APPLICATION NUMBER: US/09/864,761 

CURRENT FILING DATE: 2001-05-23 

PRIOR APPLICATION NUMBER: US 60/180,312 

PRIOR FILING DATE: 2000-02-04 

PRIOR APPLICATION NUMBER: US 60/207,456 

PRIOR FILING DATE: 2000-05-26 

PRIOR APPLICATION NUMBER: US 09/632,366 

PRIOR FILING DATE: 2000-08-03 

PRIOR APPLICATION NUMBER: GB 24263.6 

PRIOR FILING DATE: 2000-10-04 

PRIOR APPLICATION NUMBER: US 60/236,359 

PRIOR FILING DATE: 2000-09-27 

PRIOR APPLICATION NUMBER: PCT/USOl/ 00666 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/US01/ 00667 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/USOl/00664 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/US01/00669 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/USOl/00665 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/US0 1/0 0668 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/US01/00663 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/USOl/00662 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/US0 1/0 0661 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/US0 1/0 0670 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: US 60/234,687 

PRIOR FILING DATE: 2000-09-21 

PRIOR APPLICATION NUMBER: US 09/608,408 

PRIOR FILING DATE: 2000-06-30 

PRIOR APPLICATION NUMBER: US 09/774,203 

PRIOR FILING DATE: 2001-01-29 

NUMBER OF SEQ ID NOS : 4 9117 

SOFTWARE: Annomax Sequence Listing Engine vers. 1.1 
SEQ ID NO 37845 
LENGTH: 28 
TYPE : PRT 

ORGANISM: Homo sapiens 
FEATURE : 



OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 
OTHER INFORMATION 



MAP TO AL031665.18 

EXPRESSED IN BT474, SIGNAL = 2 
EXPRESSED IN BRAIN, SIGNAL =1.9 
EXPRESSED IN PLACENTA, SIGNAL =2.4 
EXPRESSED IN HELA, SIGNAL =2.4 
EXPRESSED IN HBL100, SIGNAL =2.9 
EXPRESSED IN ADULT LIVER, SIGNAL =1.8 
EXPRESSED IN FETAL LIVER, SIGNAL =2.7 
EXPRESSED IN LUNG, SIGNAL =2.3 
EXPRESSED IN BONE MARROW, SIGNAL =2.4 



OTHER INFORMATION: EXPRESSED IN HEART, SIGNAL =2.8 
; OTHER INFORMATION: EST_HUMAN HIT: AV709682.1, EVALUE 4.00e-03 
US-09-864-761-37845 

Query Match 12.8%; Score 5; DB 9; Length 28; 

Best Local Similarity 100.0%; Pred. No. 8.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 13 RARLL 17 

Mill 

Db 2 0 RARLL 24 



RESULT 33 

US-09-864-761-38197 

; Sequence 38197, Application US/09864761 

; Patent No. US20020048763A1 

; GENERAL INFORMATION: 

; APPLICANT: Penn, Sharron G. 

; APPLICANT: Rank, David R. 

; APPLICANT: Hanzel , David K. 

APPLICANT: Chen, Wensheng 
; TITLE OF INVENTION: HUMAN GENOME -DERIVED SINGLE EXON NUCLEIC ACID PROBES 
USEFUL FOR 

; TITLE OF INVENTION: GENE EXPRESSION ANALYSIS BY MICROARRAY 

FILE REFERENCE: Aeomica-X-1 
; CURRENT APPLICATION NUMBER: US/09/864 , 761 
; CURRENT FILING DATE: 2001-05-23 
; PRIOR APPLICATION NUMBER: US 60/180,312 
; PRIOR FILING DATE: 2000-02-04 
; PRIOR APPLICATION NUMBER: US 60/207,456 
; PRIOR FILING DATE: 2000-05-26 
; PRIOR APPLICATION NUMBER: US 09/632,366 
; PRIOR FILING DATE: 2000-08-03 
; PRIOR APPLICATION NUMBER: GB 24263.6 
; PRIOR FILING DATE: 2000-10-04 
; PRIOR APPLICATION NUMBER: US 60/236,359 
; PRIOR FILING DATE: 2000-09-27 
; PRIOR APPLICATION NUMBER: PCT/US0 1/00666 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/USOl/00667 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/USOl/00664 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US0 1/00669 
; PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/US0 1/00665 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US0 1/00668 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US0 1/00663 

PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US01/00662 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/USOl/00661 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US01/0067 0 



PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: US 60/234,687 

PRIOR FILING DATE: 2000-09-21 

PRIOR APPLICATION NUMBER: US 09/608,408 

PRIOR FILING DATE: 2000-06-30 

PRIOR APPLICATION NUMBER: US 09/774,203 

PRIOR FILING DATE: 2001-01-29 

NUMBER OF SEQ ID NOS : 49117 

SOFTWARE: Annomax Sequence Listing Engine vers. 1.1 
SEQ ID NO 38197 
LENGTH: 28 
TYPE: PRT 

ORGANISM: Homo sapiens 
FEATURE : 



OTHER 


IN FORMAT I ON 


MAP TO AL109809.14 




OTHER 


INFORMATION 


EXPRESSED 


IN 


PLACENTA, SIGNAL = 1. 


6 


OTHER 


INFORMATION 


EXPRESSED 


IN 


HELA, SIGNAL = 1.4 




OTHER 


INFORMATION 


EXPRESSED 


IN 


HEART, SIGNAL =1.7 




OTHER 


INFORMATION 


EXPRESSED 


IN ADULT LIVER, SIGNAL = 


1.8 


OTHER 


INFORMATION 


EXPRESSED 


IN 


BT474, SIGNAL =1.4 




OTHER 


INFORMATION 


EXPRESSED 


IN 


LUNG, SIGNAL =2.2 




OTHER 


INFORMATION 


EXPRESSED 


IN 


BONE MARROW , SIGNAL = 


2.6 


OTHER 


INFORMATION 


EXPRESSED 


IN 


HBL100, SIGNAL =2.2 




OTHER 


INFORMATION 


EXPRESSED 


IN 


FETAL LIVER, SIGNAL = 


1.9 


OTHER 


INFORMATION 


EXPRESSED 


IN 


BRAIN, SIGNAL =2.8 




OTHER 


INFORMATION 


EST_HUMAN 


HIT: BE514786.1, EVALUE 


2.70e 


US-09-864- 


-761-38197 











Query Match 12.8%; Score 5; DB 9/ Length 28; 

Best Local Similarity 100.0%; Pred. No. 8.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 13 RARLL 17 

Mill 

Db 13 RARLL 17 



RESULT 34 

US-09-864-761-45958 

; Sequence 45958, Application US/09864761 

; Patent No. US20020048763A1 

; GENERAL INFORMATION: 

; APPLICANT: Penn, Sharron G. 

; APPLICANT: Rank, David R. 

; APPLICANT: Hanzel, David K. 

; APPLICANT: Chen, Wensheng 

; TITLE OF INVENTION: HUMAN GENOME -DERIVED SINGLE EXON NUCLEIC ACID PROBES 
USEFUL FOR 

; TITLE OF INVENTION: GENE EXPRESSION ANALYSIS BY MICROARRAY 

; FILE REFERENCE: Aeomica-X-1 

; CURRENT APPLICATION NUMBER: US/09/864 , 761 

; CURRENT FILING DATE: 2001-05-23 

; PRIOR APPLICATION NUMBER: US 60/180,312 

; PRIOR FILING DATE: 2000-02-04 

; PRIOR APPLICATION NUMBER: US 60/207,456 

; PRIOR FILING DATE: 2000-05-26 

; PRIOR APPLICATION NUMBER: US 09/632,366 



; PRIOR FILING DATE: 2000-08-03 

; PRIOR APPLICATION NUMBER: GB 24263.6 

; PRIOR FILING DATE: 2000-10-04 

; PRIOR APPLICATION NUMBER: US 60/236,359 

; PRIOR FILING DATE: 2000-09-27 

; PRIOR APPLICATION NUMBER: PCT/USOl/ 00666 

; PRIOR FILING DATE: 2001-01-30 

; PRIOR APPLICATION NUMBER: PCT/US01/00667 

PRIOR FILING DATE: 2001-01-30 

PRIOR APPLICATION NUMBER: PCT/USOl/00664 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US 01/ 00669 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US0 1/00665 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/USOl/ 00668 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/USOl/ 00663 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/USOl/00662 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US 01/ 00661 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: PCT/US 01/ 00670 
; PRIOR FILING DATE: 2001-01-30 
; PRIOR APPLICATION NUMBER: US 60/234,687 
; PRIOR FILING DATE: 2000-09-21 
; PRIOR APPLICATION NUMBER: US 09/608,4 08 
; PRIOR FILING DATE: 2000-06-30 
; PRIOR APPLICATION NUMBER: US 09/774,203 
; PRIOR FILING DATE: 2001-01-29 
; NUMBER OF SEQ ID NOS : 49117 

; SOFTWARE: Annomax Sequence Listing Engine vers. 1.1 
; SEQ ID NO 45958 

LENGTH: 2 8 

TYPE: PRT 

ORGANISM: Homo sapiens 
FEATURE : 

OTHER INFORMATION: MAP TO AL109809 . 18 

OTHER INFORMATION: EXPRESSED IN FETAL LIVER, SIGNAL =0.65 
OTHER INFORMATION: EXPRESSED IN BRAIN, SIGNAL =1.5 
OTHER INFORMATION: EXPRESSED IN BONE MARROW , SIGNAL =0.9 
OTHER INFORMATION: EST_HUMAN HIT: BE514786.1, EVALUE 4.00e-01 
US-09-864-761-45958 

Query Match 12.8%; Score 5; DB 9; Length 28; 

Best Local Similarity 100.0%; Pred. No. 8.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0 ; 

Qy 13 RARLL 17 

Mill 

Db 15 RARLL 19 



RESULT 35 
US-09-782-980-145 

; Sequence 145, Application US/09782980 



Patent No. US20020072089A1 
GENERAL INFORMATION: 



APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 
APPLICANT 



Khodadoust, Mehran M . 
MacBeth, Kyle J. 
Bus field, Samantha J. 
McCarthy, Sean A. 
Holtzman, Douglas A. 
Gu, Wei 
White, David 
Pan, Yang 



TITLE OF INVENTION 



TITLE OF INVENTION 
TITLE OF INVENTION 



NOVEL ITALY, LOR-2 , STRIFE, TRASH, BDSF, LRSG, AND 
STMST PROTEIN AND NUCLEIC ACID MOLECULES AND USES 
THEREFOR 
FILE REFERENCE: MNI-121CP 

CURRENT APPLICATION NUMBER: US/09/782 , 980 
CURRENT FILING DATE: 2001-02-13 
PRIOR APPLICATION NUMBER: PCT/US00/02125 
PRIOR FILING DATE: 2000-01-27 
PRIOR APPLICATION NUMBER: 09/448,076 
PRIOR FILING DATE: 1999-11-23 
PRIOR APPLICATION NUMBER: 09/276,400 
PRIOR FILING DATE: 1999-03-25 
PRIOR APPLICATION NUMBER: 60/117,580 
PRIOR FILING DATE: 1999-01-27 
PRIOR APPLICATION NUMBER: 09/014,195 
PRIOR FILING DATE: 1998-01-27 
PRIOR APPLICATION NUMBER: 09/014,348 
PRIOR FILING DATE: 1998-01-27 
PRIOR APPLICATION NUMBER: 09/086,892 
PRIOR FILING DATE: 1998-05-29 
PRIOR APPLICATION NUMBER: 09/296,208 
PRIOR FILING DATE: 1999-04-21 
PRIOR APPLICATION NUMBER: 09/063,950 
PRIOR FILING DATE: 1998-04-21 
PRIOR APPLICATION NUMBER: 09/561,381 
PRIOR FILING DATE: 2000-04-28 
PRIOR APPLICATION NUMBER: 09/561,810 
PRIOR FILING DATE: 2000-04-28 
PRIOR APPLICATION NUMBER: 09/087,121 
PRIOR FILING DATE: 1998-05-29 
PRIOR APPLICATION NUMBER: 09/672,721 
PRIOR FILING DATE: 2000-09-28 
PRIOR APPLICATION NUMBER: 09/049,799 
PRIOR FILING DATE: 1998-03-27 
NUMBER OF SEQ ID NOS : 176 
SOFTWARE: Patentln Ver. 2.0 
SEQ ID NO 145 
LENGTH: 28 
TYPE: PRT 

ORGANISM: Homo sapiens 
US-09-782-980-145 



Query Match 12.8%; Score 5; DB 9; Length 28; 

Best Local Similarity 100.0%; Pred. No. 8.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



2 LALAD 6 



Mill 

Db 7 LALAD 11 



RESULT 36 

US-09-776-724A-114 

; Sequence 114, Application US/09776724A 

; Publication No. US20030050455A1 

; GENERAL INFORMATION: 

APPLICANT: Rosen et al . 

TITLE OF INVENTION: 64 Human Secreted Proteins 

; FILE REFERENCE: PZ011 

; CURRENT APPLICATION NUMBER: US/09/776 , 724A 

; CURRENT FILING DATE: 2001-02-06 

; PRIOR APPLICATION NUMBER: 60/180,909 

; PRIOR FILING DATE: 2000-02-08 

; PRIOR APPLICATION NUMBER: 09/669,688 

; PRIOR FILING DATE: 2000-09-26 

; PRIOR APPLICATION NUMBER: 09/229,982 

; PRIOR FILING DATE: 1999-01-14 

; PRIOR APPLICATION NUMBER: PCT/US98/14613 

; PRIOR FILING DATE: 1998-07-15 

; PRIOR APPLICATION NUMBER: 60/052,661 

; PRIOR FILING DATE: 1997-07-16 

; PRIOR APPLICATION NUMBER: 60/052,872 

; PRIOR FILING DATE: 1997-07-16 

; PRIOR APPLICATION NUMBER: 60/052,871 

; PRIOR FILING DATE: 1997-07-16 

; PRIOR APPLICATION NUMBER: 60/052,874 

; PRIOR FILING DATE: 1997-07-16 

; PRIOR APPLICATION NUMBER: 60/052,873 

; PRIOR FILING DATE: 1997-07-16 

; PRIOR APPLICATION NUMBER: 60/052,870 

; PRIOR FILING DATE: 1997-07-16 

; PRIOR APPLICATION NUMBER: 60/052,875 

; PRIOR FILING DATE: 1997-07-16 

; PRIOR APPLICATION NUMBER: 60/053,440 

; PRIOR FILING DATE: 1997-07-22 

; PRIOR APPLICATION NUMBER: 60/053,441 

; PRIOR FILING DATE: 1997-07-22 

; PRIOR APPLICATION NUMBER: 60/053,442 

; PRIOR FILING DATE: 1997-07-22 

; PRIOR APPLICATION NUMBER: 60/056,359 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,725 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,985 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,952 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,989 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/056,361 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,726 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,724 



; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,946 

; PRIOR FILING DATE: 1997-08-18 

; PRIOR APPLICATION NUMBER: 60/055,683 

; PRIOR FILING DATE: 1997-08-18 

; NUMBER OF SEQ ID NOS : 294 

SOFTWARE: Patent In Ver. 2.0 
/ SEQ ID NO 114 

LENGTH: 28 

TYPE: PRT 

ORGANISM: Homo sapiens 
US-09-776-724A-114 

Query Match 12.8%; Score 5; DB 11; Length 28; 

Best Local Similarity 100.0%; Pred. No. 8.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 32 KLLVL 36 

Mill 

Db 7 KLLVL 11 



RESULT 3 7 
US-10-001-887-123 

Sequence 123, Application US/10001887 
Publication No. US20020155464A1 
GENERAL INFORMATION: 
APPLICANT: Salceda, Susana 
APPLICANT: Macina, Roberto 
APPLICANT: Recipon, Herve 
APPLICANT: Cafferkey, Robert 
APPLI CANT : Sun , Yongming 
APPLICANT: Liu, Chenghua 

TITLE OF INVENTION: Compositions and Methods Relating to Breast Specific 
Genes and Proteins 

FILE REFERENCE: DEX-0269 

CURRENT APPLICATION NUMBER: US/10/001 , 887 
CURRENT FILING DATE: 2001-11-20 
PRIOR APPLICATION NUMBER: 60/249,998 
PRIOR FILING DATE: 2000-11-20 
PRIOR APPLICATION NUMBER: 60/252,563 
PRIOR FILING DATE: 2000-11-22 
NUMBER OF SEQ ID NOS: 137 
SOFTWARE: Patentln version 3.1 
SEQ ID NO 123 
LENGTH: 28 
TYPE: PRT 

ORGANISM: Homo sapien 
US-10-001-887-123 

Query Match 12.8%; Score 5; DB 14; Length 28; 

Best Local Similarity 100.0%; Pred. No. 8.9e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 32 KLLVL 36 

Mill 

Db 8 KLLVL 12 



RESULT 38 
US-09-905-831-12 

; Sequence 12, Application US/09905831 
; Patent No. US20020119572A1 
; GENERAL INFORMATION: 

APPLICANT: Jacobson, Joseph 
; APPLICANT: Schwartz, John 
; APPLICANT: Hamad, Kimberly 
; APPLICANT: Zhang, Shuguang 

TITLE OF INVENTION: Direct, Externally Imposed Control of Polypeptides 
; FILE REFERENCE: MLB- 08 6 

; CURRENT APPLICATION NUMBER: US/09/905 , 831 

; CURRENT FILING DATE: 2001-07-13 

; PRIOR APPLICATION NUMBER: US 60/276,313 

; PRIOR FILING DATE: 2001-03-16 

; PRIOR APPLICATION NUMBER: US 60/218,312 

; PRIOR FILING DATE: 2000-07-14 

; NUMBER OF SEQ ID NOS : 21 

SOFTWARE: Patent In version 3.0 
; SEQ ID NO 12 

LENGTH: 2 9 

TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: dCoil-adIL29 dimeric coiled coil 
US-09-905-831-12 



Query Match 12.8%; Score 5; DB 10; Length 29; 

Best Local Similarity 100.0%; Pred. No. 9.2e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 17 LAALE 21 

Mill 

Db 9 LAALE 13 



RESULT 39 
US-09-905-831-14 

; Sequence 14, Application US/09905831 

; Patent No. US20020119572A1 

; GENERAL INFORMATION: 

; APPLICANT: Jacobson, Joseph 

; APPLICANT: Schwartz, John 

; APPLICANT: Hamad, Kimberly 

; APPLICANT: Zhang, Shuguang 

TITLE OF INVENTION: Direct, Externally Imposed Control of Polypeptides 
; FILE REFERENCE: MLB- 086 

; CURRENT APPLICATION NUMBER: US/09/905,831 

; CURRENT FILING DATE: 2001-07-13 

; PRIOR APPLICATION NUMBER: US 60/276,313 

; PRIOR FILING DATE: 2001-03-16 

; PRIOR APPLICATION NUMBER: US 60/218,312 

; PRIOR FILING DATE: 2000-07-14 

; NUMBER OF SEQ ID NOS: 21 

SOFTWARE: Patentln version 3.0 



; SEQ ID NO 14 
LENGTH: 2 9 
TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: dCoil-LA29 dimeric coiled coil 
US-09-905-831-14 

Query Match 12.8%; Score 5; DB 10; Length 29; 

Best Local Similarity 100.0%; Pred. No. 9.2e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 17 LAALE 21 

Mill 

Db 2 LAALE 6 



RESULT 4 0 
US-09-905-831-15 

; Sequence 15, Application US/09905831 

; Patent No. US20020119572A1 

; GENERAL INFORMATION: 

; APPLICANT: Jacobson, Joseph 

; APPLICANT: Schwartz, John 

APPLICANT: Hamad, Kimberly 
; APPLICANT: Zhang, Shuguang 

TITLE OF INVENTION: Direct, Externally Imposed Control of Polypeptides 
; FILE REFERENCE: MLB -08 6 

; CURRENT APPLICATION NUMBER: US/09/905 , 83 1 

; CURRENT FILING DATE: 2001-07-13 

; PRIOR APPLICATION NUMBER: US 60/276,313 

; PRIOR FILING DATE: 2001-03-16 

; PRIOR APPLICATION NUMBER: US 60/218,312 

; PRIOR FILING DATE: 2000-07-14 

; NUMBER OF SEQ ID NOS : 21 

SOFTWARE: Patentln version 3.0 
; SEQ ID NO 15 

LENGTH: 2 9 

TYPE: PRT 

ORGANISM: Artificial Sequence 
FEATURE : 

OTHER INFORMATION: tCoil-LL29 trimeric bundle 
US-09-905-831-15 

Query Match 12.8%; Score 5; DB 10; Length 29; 

Best Local Similarity 100.0%; Pred. No. 9.2e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 17 LAALE 21 

Mill 

Db 9 LAALE 13 



Search completed: January 14, 2004, 11:15:12 
Job time : 27.243 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2 004 Compugen Ltd. 



OM protein - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size : 



January 14, 2004, 10:28:19 ; Search time 29.1589 Seconds 

(without alignments) 
345.145 Million cell updates/sec 

US-09-843-221A-170 
39 

1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 
OLIGO 

Gapop 60.0 , Gapext 60.0 
830525 seqs, 258052604 residues 
0 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 28 
Maximum DB seq length: 4 0 

Post-processing: Listing first 1000 summaries 



13497 



Database 



SPTREMBL 23:* 



1 
2 
3 
4 
5 
6 
7 
8 
9 

10 
11 
12 
13 
14 
15 
16 
17 



sp_archea : * 
sp_bacteria : * 
sp_ fungi : * 
sp_human : * 
sp_invertebrate : * 
sp_mammal : * 
sp_mhc : * 
sp_organelle : * 
sp_phage : * 

sp_jplant : * 

sp_rodent : * 

sp_virus : * 

sp_vertebrate : * 

sp_unclassif ied: * 

sp_rvirus : * 

sp_bacteriap: * 

sp_archeap : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB ID 



Description 



1 


6 


15 . 


4 


37 


16 


Q8P6H8 


Q8p6h8 xanthomonas 


2 


6 


15 . 


4 


38 


16 


Q8FVK2 


Q8fvk2 brucella su 


3 


5 


12 . 


8 


28 


5 


Q9TWE2 


Q9twe2 paracentrot 


4 


5 


12 . 


8 


28 


11 


Q9WTS1 


Q9wtsl rattus norv 


5 


5 


12 . 


8 


29 


6 


Q9TTP2 ^ 


Q9ttp2 pan troglod 


6 


5 


12 . 


8 


29 


11 


Q9JLR6 


Q9jlr6 rattus norv 


7 


5 


12 . 


8 


29 


16 


Q9I390 


Q9i3 90 pseudomonas 


8 


5 


12 . 


8 


31 


2 


Q9RHF9 


Q9rhf9 acinetobact 


9 


5 


12 . 


8 


31 


9 


Q9T1K0 


Q9tlk0 bacteriopha 


10 


5 


12 . 


8 


31 


9 


Q9T1K2 


Q9tlk2 bacteriopha 


11 


5 


12 . 


8 


31 


9 


Q9T1K1 


Q9tlkl bacteriopha 


12 


5 


12 . 


8 


31 


9 


Q9T1K3 


Q9tlk3 bacteriopha 


13 


5 


12 . 


8 


33 


16 


Q9KM83 


Q9km83 vibrio chol 


14 


5 


12 . 


8 


33 


16 


Q8XY48 


Q8xy48 ralstonia s 


15 


5 


12 . 


8 


37 


5 


Q27372 


Q27372 bombyx mori 


16 


5 


12. 


8 


37 


5 


Q8SYH5 


Q8syh5 drosophila 


17 


5 


12. 


8 


37 


6 


Q9TTR4 


Q9ttr4 cercopithec 


18 


5 


12 . 


8 


37 


6 


Q9N260 


Q9n260 sus scrofa 


19 


5 


12 . 


8 


38 


4 


Q9H4Y8 


Q9h4y8 homo sapien 


20 


5 


12 . 


8 


38 


16 


Q8U58 0 


Q8u580 agrobacteri 


21 


5 


12 . 


, 8 


39 


2 


Q9LB47 


Q91b47 helicobacte 


22 


5 


12. 


.8 


39 


4 


Q9UDI2 


Q9udi2 homo sapien 


23 


5 


12 . 


. 8 


39 


5 


061645 


061645 aplysia cal 


24 


5 


12 . 


.8 


39 


9 


Q9ZXK1 


Q9zxkl bacteriopha 


25 


5 


12 . 


. 8 


39 


10 


Q9ZRY5 


Q9zry5 prunus aviu 


26 


5 


12. 


.8 


39 


15 


Q9PXW1 


Q9pxwl simian immu 


27 


5 


12. 


.8 


39 


16 


Q8F6J1 


Q8 f 6 j 1 leptospira 


28 


4 


10. 


.3 


28 


4 


Q8NHY1 


Q8nhyl homo sapien 


29 


4 


10. 


.3 


28 


6 


Q8MJG7 


Q8mjg7 sus scrofa 


30 


4 


10. 


.3 


28 


6 


Q95L33 


Q95133 equus cabal 


31 


4 


10, 


.3 


28 


8 


P92760 


P92760 uromastyx a 


32 


4 


10 


.3 


28 


11 


Q9QVC9 


Q9qvc9 rattus sp. 


33 


4 


10 


.3 


28 


11 


Q62677 


Q62677 rattus norv 


34 


4 


10 


.3 


29 


3 


Q8TGQ9 


Q8tgq9 saccharomyc 


35 


4 


10 


.3 


29 


4 


Q9BR24 


Q9br24 homo sapien 


36 


4 


10 


.3 


29 


4 


Q9UBW6 


Q9ubw6 homo sapien 


37 


4 


10 


.3 


29 


4 


Q9UCW5 


Q9ucw5 homo sapien 


38 


4 


10 


.3 


29 


5 


Q9BM71 


Q9bm71 lasius nige 


39 


4 


10 


.3 


29 


7 


Q29891 


Q29891 homo sapien 


40 


4 


10 


.3 


29 


7 


019668 


019668 homo sapien 


41 


4 


10 


.3 


29 


7 


Q30141 


Q30141 homo sapien 


42 


4 


10 


.3 


29 


7 


019735 


019735 homo sapien 


43 


4 


10 


.3 


29 


7 


Q29807 


Q29807 homo sapien 


44 


4 


10 


.3 


29 


7 


019733 


019733 homo sapien 


45 


4 


10 


.3 


29 


7 


Q29892 


Q29892 homo sapien 


46 


4 


10 


.3 


29 


7 


019661 


019661 homo sapien 


47 


4 


10 


.3 


29 


7 


019663 


019663 homo sapien 


48 


4 


10 


.3 


29 


7 


019737 


019737 homo sapien 


49 


4 


10 


.3 


29 


7 


019665 


019665 homo sapien 


50 


4 


10 


.3 


29 


7 


Q29815 


Q29815 homo sapien 


51 


4 


10 


.3 


29 


7 


019734 


019734 homo sapien 


52 


4 


10 


.3 


29 


7 


019662 


019662 homo sapien 


53 


4 


10 


.3 


29 


7 


Q30138 


Q30138 homo sapien 


54 


4 


10 


.3 


29 


7 


019731 


019731 homo sapien 


55 


4 


10 


.3 


29 


7 


019681 


019681 homo sapien 


56 


4 


10 


.3 


29 


7 


019666 


019666 homo sapien 


57 


4 


10 


.3 


29 


7 


Q30140 


Q3014 0 homo sapien 



58 


4 


10 


.3 


29 


7 


Q06662 


Q06662 homo sap i en 


59 


4 


10 


. 3 


29 


7 


Q06654 


Q06654 homo sap i en 


60 


4 


10 


.3 


29 


7 


Q06664 


Q06664 homo sap i en 


61 


4 


10 


. 3 


29 


7 


Q29808 


Q2 9808 homo sap i en 


62 


4 


10 


.3 


29 


7 


Q06663 


Q06663 homo sap i en 


63 


4 


10 


.3 


29 


8 


Q9G651 ■ 


Q9g651 otocryptis 


64 


4 


10 


.3 


29 


11 


Q9R1N7 


Q9rln7 mus musculu 


65 


4 


10 


.3 


29 


11 


Q8VHI0 


Q8vhi0 mus musculu 


66 


4 


10 


. 3 


29 


11 


09JL06 


09*i lcrfi r^ft - !!^ nnrv 


67 


4 


10 


. 3 


29 


11 


Q9WVC4 


09wvc4 mus musculu 


68 


4 


10 


.3 


29 


16 


Q8CLI6 


OScli6 veirsinia np 


69 


4 


10 


. 3 


30 


2 


Q9R4Z7 


09t477 npi ^^pri a c* 

^ wS X. ^ £j 1 J. J.V_» XQQ J. -2- d V— 


70 


4 


10 


.3 


30 


2 


Q9R5C4 


Q9r5c4 comamonas . 


71 


4 


10 


.3 


30 


2 


Q9R4N4 


Q9r4n4 staphylococ 


72 


4 


10 


.3 


30 


2 


085590 


085590 chlamydia t 


73 


4 


10 


.3 


30 


4 


Q96EU1 


096eul homo saoipn 


74 


4 


10 


.3 


30 


4 


Q15980 


Q15980 homo sapien 


75 


4 


10 


.3 


30 


5 


Q95P86 


Q95p86 mesobuthus 


76 


4 


10 


.3 


30 


6 


Q8MHW1 


Q8mhwl sus scrofa 


77 


4 


10 


.3 


30 


7 


Q31234 


Q31234 mus musculu 


78 


4 


10 


. 3 


30 


10 


Q9SJL3 


09si 13 arabicirvns i s 


79 


4 


10 


.3 


30 


11 


Q9QV95 


Q9cjy95 cavia (guin 


80 


4 


10 


.3 


30 


11 


Q90V42 


09crv42 rattus so 


81 


4 


10 


. 3 


30 


12 


P89878 


P89878 mnl lucrum c* 


82 


4 


10 


.3 


30 


16 


Q8VJU1 


Q8vjul mycobacteiri 


83 


4 


10 


.3 


30 


16 


Q8G2I8 


Q8g2i8 brucella su 


84 


4 


10 


.3 


31 


2 


Q9S5Z5 


Q9s5z5 streptomyce 


85 


4 


10 


.3 


31 


2 


Q9JP49 


O9io49 azosnirillu 


86 


4 


10 


.3 


31 


2 


Q9L7N7 


Q917n7 borrelia af 


87 


4 


10 


. 3 


31 


2 


Q9KWY1 


091cwvl st - TPnT" nrnrr 

^/ y j^vv y x o o x. o v- v_v v^. 


88 


4 


10 


.3 


31 


4 


Q9NYP6 


Q9nyp6 homo sapien 


89 


4 


10 


.3 


31 


6 


077625 


077625 bos taurus 


90 


4 


10 


.3 


31 


6 


Q95M83 


Q95m83 equus cabal 


91 


4 


10 


.3 


31 


10 


Q9S8M6 


Q9s8m6 lupinus alb 


92 


4 


10 


.3 


31 


10 


Q9FUQ2 


09fucr2 zea mavs (s 


93 


4 


10 


.3 


31 


11 


Q60419 


Q60419 cricetulus 


94 


4 


10 


.3 


31 


13 


Q91705 


Q91705 xenopus lae 


95 


4 


10 


. 3 


31 


13 


Q9W7F4 


09w7f4 labeo rohit 


96 


4 


10 


.3 


31 


16 


Q9PGM7 


Q9pgm7 xylella fas 


97 


4 


10 , 


. 3 


31 


16 


Q8U5T3 


OfiuSr^ acrTobapt" eT*i 


98 


4 


10 


.3 


31 


16 


Q8VJ21 


Q8vj21 mycobacteri 


99 


4 


10 . 


.3 


31 


16 


Q8VJ13 


Q8vj 13 mycobacteiri 


100 


4 


10 . 


.3 


31 


16 


P74787 


P74787 svnechocvst 

x / * / \j t *j y x x *w x x*w* ^ y 


101 


4 


10 . 


.3 


31 


16 


Q8NW38 


Oftnw3ft c ?t"3T)hvl nnnp 


102 


4 


10 . 


. 3 


31 


16 


Q8E895 




103 


4 


10 . 


. 3 


32 


2 


Q44499 


0444 9 9 ariabapria va 


104 


4 


10 . 


,3 


32 


3 


P78708 


P78708 nenrosnora 


105 


4 


10 . 


,3 


32 


4 


Q96RX4 


09fii"x4 homn R^ni pn 

^/ > U X rfV * X XVw/ L L IV«/ ljCIL/ X ^11 


106 


4 


10. 


.3 


32 


6 


Q9BEF6 


09bef 6 eaoira hircu 


107 


4 


10. 


.3 


32 


8 


Q8SL89 


Q8sl89 euglena ste 


108 


4 


10. 


.3 


32 


8 


Q9MS54 


Q9ms54 euglena vir 


109 


4 


10. 


.3 


32 


10 


Q9FUQ3 


Q9fuq3 zea mays (s 


110 


4 


10. 


.3 


32 


10 


Q9FE82 


Q9fe82 zea mays (s 


111 


4 


10. 


.3 


32 


10 


Q9FE81 


Q9fe81 zea mays (s 


112 


4 


10. 


.3 


32 


10 


Q9FUQ1 


Q9fuql zea mays (s 


113 


4 


10. 


3 


32 


10 


Q9FUQ5 


Q9fuq5 zea mays su 


114 


4 


10. 


3 


32 


10 


Q9FUP9 


Q9fup9 zea luxuria 



115 


4 


10 . 


. 3 


32 


10 


09FU04 


09£ufr4 zm niavc? 1 r 


116 


4 


10 . 


. 3 


32 


10 


O9FUO0 


O9fnrr0 7pa 1 nxuri a 


117 


4 


10 . 


. 3 


32 


10 


O9FE80 


O9fe80 zea did one 


118 


4 


10 


. 3 


32 


10 


Q9FUP8 


^ ^ J_ U^J O C-Cl J. \JLS\. Ui. XCl 


119 


4 


10 . 


. 3 


32 


11 


Q9JIU1 


09~i inl T~r}t~t"n c ! nnrv 

\J y J J. UX X C*. L> U UO X 1 v_/ J_ V 


120 


4 


10 . 


. 3 


32 


11 


Q9R1C2 


09irlr*2 miiq mnqnil n 


121 


4 


10 . 


. 3 


32 


13 


057364 


0573 64 b:rachvdariin 


122 


4 


10 , 


. 3 


32 


13 


Q9YGR4 


09vctt4 crallnc! crsll 


123 


4 


10 . 


. 3 


32 


16 


0932N6 


j^iiiu 0 cx l^jj. 1 x v_v v_ \ 


124 


4 


10 . 


. 3 


32 


16 


Q8VJ76 


Q8 v j 7 6 mycobacteiri 


125 


4 


10 . 


.3 


32 


16 


O9K4G0 


O9k4cr0 streDtomvce 


126 


4 


10 . 


. 3 


32 


16 


08EJG9 


0ftp~icr9 Rhpwanpl 1 a 


127 


4 


10 . 


. 3 


32 


16 


08EBJ9 

LJ1JU ~s 


Oftphii 9 <?hpwanpl 1 a 

^ocJtjj oiit'Vvaiiciici 


128 


4 


10 . 


. 3 


32 


17 


09HNL3 


09hnl ^ ha 1 nhiart* pr i 


129 


4 


10 . 


. 3 


33 


2 


030547 




130 


4 


10 . 


. 3 


33 


2 


Q45283 


045283 bacillus li 


131 


4 


10 . 


. 3 


33 


4 


Q8IZ90 


Q8iz9 0 homo sapien 


132 


4 


10 , 


. 3 


33 


8 


Q9MS60 


09ms 6 0 eucrlena san 


133 


4 


10 . 


. 3 


33 


8 


Q9MS57 


Q9ms57 euglena ste 


134 


4 


10 . 


. 3 


33 


8 


Q8HUN2 


Ofihun? nnmilncs t~nm 


135 


4 


10 . 


. 3 


33 


12 


011372 


011372 molliisrum r 


136 


4 


10 . 


. 3 


33 


13 


09PS28 


09'Tl c !?R ppra q f- po /"«R 


137 


4 


10 . 


. 3 


33 


16 


Q9KTZ5 


091ct"zS vihrin phnl 


138 


4 


10 . 


. 3 


33 


16 


Q97RJ3 


097^tt 3 qfrpntTirnrr 


139 


4 


10 , 


. 3 


33 


16 


Q932N2 


0932n2 ^tanhvlnrnr 


140 


4 


10 . 


.3 


33 


16 


Q8U5P2 


08x15132 acrrobacteri 


141 


4 


10 . 


.3 


33 


16 


Q8VJZ2 


Q8vj z2 mycobactGiri 


142 


4 


10 . 


. 3 


33 


16 


Q8P8K6 


08n8lc6 xant"hniTinnaFi 


143 


4 


10 . 


. 3 


33 


16 


Q8G114 


S< O y J- A-J -L UUCl -LCI a u 


144 


4 


10 . 


. 3 


33 


16 


Q8FY86 


Oft f vft ViTiir'Rl 1 3 cjii 


145 


4 


10 . 


,3 


33 


16 


Q8EBD6 


Oftpbdfi shpw^npl 1 a 


146 


4 


10 . 


.3 


33 


16 


Q8CQY7 


08pctv7 Rt" ainhvl nrnr 


147 


4 


10 . 


. 3 


33 


16 


Q8CLN5 


Q8cln5 yersinia pe 


148 


4 


10 . 


.3 


33 


17 


Q8ZY37 


08zv3 7 "nvrohapiilum 


149 


4 


10 . 


. 3 


34 


2 


Q9Z4Q3 


0974n^ rnrvn rVis r*t" r 


150 


4 


10 , 


. 3 


34 


2 


09S3W3 


09Q3W3 ma gj i — j crop 1 a r3 


151 


4 


10 , 


. 3 


34 


2 


Q9RE23 


09rp23 hplirobarfp 


152 


4 


10 . 


. 3 


34 


4 


Q9UI64 


09ui64 homo sanipn 


153 


4 


10 . 


. 3 


34 


4 


O96IX0 




154 


4 


10 , 


. 3 


34 


4 


Q96J93 


09 6 "i 93 homo qanipn 


155 


4 


10 , 


. 3 


34 


5 


Q8T3M2 


08f3m2 drnqnnhila 


156 


4 


10 . 


. 3 


34 


8 


Q9GI95 


09cri 9 ^araa^miTTi r 

^-/y-L-'^j 001 y g ij ij uui 0 


157 


4 


10 . 


. 3 


34 


8 


Q32752 


0^97^9 nrv73 caf -jv 


158 


4 


10 . 


. 3 


34 


11 




HQ9Rf ral-hna nnnr 
V-'^-J-'-O laLLUb UUI v 


159 


4 


10 . 


. 3 


34 


11 




yo villi laLLUb llUi- V 


160 


4 


10 . 


. 3 


34 


12 


09E8K5 


09pftkS hpnat" it" i r b 


161 


4 


10 . 


. 3 


34 


16 




yocnuj 011c wciiic-J- ± ct 


162 


4 


10 . 


. 3 


34 


16 


08CL06 


ORplrrfi vPT^cjirii^ np 


163 


4 


10 . 


. 3 


34 


17 


09HMS8 


DQhniQft hal nhAPt"PT~i 

^JlllllOO liaiU-UuLLCi- 1 


164 


4 


10. 


.3 


35 


2 


Q9RE20 


Q9re20 helicobacte 


165 


4 


10. 


3 


35 


2 


Q9RE26 


Q9re26 helicobacte 


166 


4 


10. 


.3 


35 


2 


Q53272 


Q53272 escherichia 


167 


4 


10. 


3 


35 


2 


Q9RE21 


Q9re21 helicobacte 


168 


4 


10. 


3 


35 


2 


Q9R2Y4 


Q9r2y4 helicobacte 


169 


4 


10. 


3 


35 


2 


Q9RE27 


Q9re27 helicobacte 


170 


4 


10. 


3 


35 


2 


Q51963 


Q51963 pseudomonas 


171 


4 


10. 


3 


35 


2 


053109 


053109 mycoplasma 



172 


4 


10. 


3 


35 


2 


Q8KM41 


Q8km41 mycobacteri 


173 


4 


10. 


3 


35 


2 


Q9RE24 


Q9re24 helicobacte 


174 


4 


10. 


3 


35 


2 


Q9RE25 


Q9re25 helicobacte 


175 


4 


10. 


3 


35 


2 


Q9R2Y5 


Q9r2y5 helicobacte 


176 


4 


10. 


3 


35 


2 


Q8VT19 


Q8vtl9 enterococcu 


111 


4 


10. 


3 


35 


2 


Q9R2Y6 


Q9r2y6 helicobacte 


178 


4 


10. 


3 


35 


2 


Q9RE22 


Q9re22 helicobacte 


179 


4 


10. 


3 


35 


3 


014374 


014374 schizosacch 


180 


4 


10. 


3 


35 


4 


Q96RX9 


Q96rx9 homo sap i en 


181 


4 


10. 


3 


35 


4 


Q9UED0 


Q9ued0 homo sapien 


182 


4 


10. 


3 


35 


5 


Q9GTB7 


Q9gtb7 neospora ca 


183 


4 


10 . 


3 


35 


10 


Q8GUX3 


Q8gux3 picea maria 


184 


4 


10. 


3 


35 


13 


Q09133 


Q09133 xenopus lae 


185 


4 


10 . 


3 


35 


15 


Q8UT29 


Q8ut2 9 human immun 


186 


4 


10. 


3 


35 


16 


Q9PPG6 


Q9ppg6 campylobact 


187 


4 


10. 


3 


35 


16 


Q8Z0F9 


Q8z0f9 anabaena sp 


188 


4 


10. 


3 


35 


16 


Q8U5A2 


Q8u5a2 agrobacteri 


189 


4 


10. 


3 


35 


16 


Q8VKN5 


Q8vkn5 mycobacteri 


190 


4 


10 . 


,3 


36 


2 


053108 


053108 mycoplasma 


191 


4 


10. 


.3 


36 


2 


Q44153 


Q44153 actinobacil 


192 


4 


10. 


,3 


36 


4 


Q96G89 


Q96g8 9 homo sapien 


193 


4 


10. 


.3 


36 


4 


Q9UI80 


Q9ui80 homo sapien 


194 


4 


10. 


,3 


36 


6 


Q8SPM7 


Q8spm7 canis famil 


195 


4 


10. 


.3 


36 


8 


079185 


079185 ninox ruf a . 


196 


4 


10, 


.3 


36 


10 


Q8W502 


Q8w502 dichelostem 


197 


4 


10. 


.3 


36 


11 


Q920Z5 


Q920z5 rattus sp . 


198 


4 


10. 


.3 


36 


16 


050686 


050686 borrelia bu 


199 


4 


10. 


.3 


36 


16 


Q9A5R6 


Q9a5r6 caulobacter 


200 


4 


10. 


.3 


36 


16 


Q8PK38 


Q8pk38 xanthomonas 


201 


4 


10. 


.3 


36 


16 


Q8EYJ2 


Q8eyj2 leptospira 


202 


4 


10, 


.3 


36 


16 


Q8EC61 


Q8ec61 shewanella 


203 


4 


10. 


.3 


36 


16 


Q8EBV5 


Q8ebv5 shewanella 


204 


4 


10. 


.3 


37 


4 


Q9BW21 


Q9bw21 homo sapien 


205 


4 


10, 


.3 


37 


4 


Q8TD81 


Q8td81 homo sapien 


206 


4 


10 


.3 


37 


4 


Q96HV0 


Q96hv0 homo sapien 


207 


4 


10 


.3 


37 


5 


Q17245 


Q17245 bombyx mori 


208 


4 


10 


.3 


37 


5 


Q17244 


Q17244 bombyx mori 


209 


4 


10 


.3 


37 


5 


Q8MPH4 


Q8mph4 schistosoma 


210 


4 


10 


.3 


37 


9 


Q8HAH3 


Q8hah3 salmonella 


211 


4 


10 


.3 


37 


10 


Q9S8D8 


Q9s8d8 malus domes 


212 


4 


10 


.3 


37 


11 


Q8BMY3 


Q8bmy3 mus musculu 


213 


4 


10 


.3 


37 


12 


Q98151 


Q98151 kaposi's sa 


214 


4 


10 


.3 


37 


12 


Q8AYZ0 


Q8ayz0 goose circo 


215 


4 


10 


.3 


37 


12 


Q8AYY4 


Q8ayy4 goose circo 


216 


4 


10 


.3 


37 


13 


Q9PRK6 


Q9prk6 gallus sp. 


217 


4 


10 


.3 


37 


13 


057376 


057376 brachydanio 


218 


4 


10 


.3 


37 


13 


Q9PRK1 


Q9prkl gallus sp . 


219 


4 


10 


. 3 


37 


16 


Q9X089 


Q9x089 thermotoga 


220 


4 


10 


. 3 


37 


16 


Q9KPZ4 


Q9kpz4 vibrio chol 


221 


4 


10 


.3 


37 


16 


Q9KEJ6 


Q9kej6 bacillus ha 


222 


4 


10 


.3 


37 


16 


Q8KD28 


Q8kd28 chlorobium 


223 


4 


10 


.3 


37 


16 


Q8FW0 


Q8fw0 brucella su 


224 


4 


10 


.3 


37 


16 


Q8EIQ2 


Q8eiq2 shewanella 


225 


4 


10 


.3 


37 


17 


Q9HRW1 


Q9hrwl halobacteri 


226 


4 


10 


.3 


38 


2 


Q9F5C7 


Q9f5c7 agrobacteri 


227 


4 


10 


.3 


38 


2 


Q9R7M2 


Q9r7m2 escherichia 


228 


4 


10 


.3 


38 


2 


Q8KYC9 


Q8kyc9 bacillus an 



229 


4 


10 


.3 


38 


2 


Q93 9W1 


Q939wl aeromonas s 


230 


4 


10 


.3 


38 


2 


Q8GNN7 


Q8gnn7 escherichia 


231 


4 


10 


.3 


38 


4 


Q8TDB1 


Q8tdbl homo sapien 


232 


4 


10 


.3 


38 


4 


Q8IZ88 


Q8iz88 homo sapien 


233 


4 


10 


.3 


38 


5 


096617 


096617 echinococcu 


234 


4 


10 


.3 


38 


11 


Q91XM1 


Q91xml rattus norv 


235 


4 


10 


.3 


38 


13 


Q9PTV6 


Q9ptv6 oryzias lat 


236 


4 


10 


.3 


38 


13 


Q9PTV7 


Q9ptv7 oryzias lat 


237 


4 


10 


.3 


38 


15 


055472 


055472 human immun 


238 


4 


10 


.3 


38 


16 


Q9KLC0 


Q9klc0 vibrio chol 


239 


4 


10 


.3 


38 


17 


Q8ZX52 


Q8zx52 pyrobaculum 


240 


4 


10 


.3 


39 


4 


Q9NQQ8 


Q9ncjo 1 8 homo sapien 


241 


4 


10 


.3 


39 


4 


Q9UD56 


Q9ud56 homo sapien 


242 


4 


10 


.3 


39 


4 


Q9UD60 


Q9ud60 homo sapien 


243 


4 


10 


.3 


39 


4 


Q9UC03 


Q9uc03 homo sapien 


244 


4 


10 


.3 


39 


5 


Q23904 


Q23904 dictyosteli 


245 


4 


10 


.3 


39 


5 


Q9V8G0 


Q9v8g0 drosophila 


246 


4 


10 


.3 


39 


8 


Q9XLU0 


Q9xlu0 saccharomyc 


247 


4 


10 


.3 


39 


8 


Q36197 


Q36197 ursus arcto 


248 


4 


10 


.3 


39 


12 


Q9IW57 


Q9iw57 borna disea 


249 


4 


10 


.3 


39 


13 


073604 


073604 gallus gall 


250 


4 


10 


.3 


39 


16 


Q9PFD3 


Q9pfd3 xylella fas 


251 


4 


10 


.3 


39 


16 


Q9KM79 


Q9km79 vibrio chol 


252 


4 


10 


.3 


39 


16 


Q9A7N6 


Q9a7n6 caulobacter 


253 


4 


10 


.3 


39 


16 


Q8ZK28 


Q8zk28 salmonella 


254 


4 


10 


.3 


39 


16 


Q8X406 


Q8x406 escherichia 


255 


4 


10 


.3 


39 


16 


Q8VK19 


Q8vkl9 mycobacteri 


256 


4 


10 


.3 


39 


16 


Q9KXN7 


Q9kxn7 streptomyce 


257 


4 


10 


.3 


39 


16 


Q8DXQ2 


Q8dxq2 streptococc 


258 


4 


10 


.3 


40 


2 


Q55331 


Q55331 synechocyst 


259 


4 


10. 


.3 


40 


2 


069584 


069584 mycobacteri 


260 


4 


10. 


.3 


40 


3 


Q9URF6 


Q9urf6 saccharomyc 


261 


4 


10. 


.3 


40 


4 


Q8WYE5 


Q8wye5 homo sapien 


262 


4 


10. 


.3 


40 


5 


Q9UAF4 


09uaf4 halocvnthia 


263 


4 


10. 


.3 


40 


5 


Q8IME0 


Q8ime0 drosophila 


264 


4 


10. 


.3 


40 


7 


Q9TNZ4 


Q9tnz4 rattus norv 


265 


4 


10. 


.3 


40 


8 


Q05333 


Q05333 petunia sp. 


266 


4 


10. 


.3 


40 


8 


Q8MFP6 


Q8mfp6 vitis vinif 


267 


4 


10. 


.3 


40 


10 


Q8S5P4 


Q8s5p4 oryza sativ 


268 


4 


10, 


3 


40 


11 


Q923H1 


0923hl cricetuluq 


269 


4 


10. 


3 


40 


13 


Q9PRT5 


Q9prt5 rana catesb 


270 


4 


10. 


3 


40 


16 


024910 


024910 helicobacte 


271 


4 


10. 


3 


40 


16 


Q9I1X6 


09 i 1x6 Dseudomnnaci 


272 


4 


10. 


3 


40 


16 


Q935Q4 


0935cr4 salmnnpl 1 a 


273 


4 


10. 


3 


40 


16 


Q8KE46 


08ke46 rhl nrnbinm 


274 


4 


10. 


3 


40 


16 


Q8EYM7 


08evm7 ler^tosnira 


275 


4 


10. 


3 


40 


16 


Q8EXS6 


08exs6 leiDtosnira 


276 


4 


10. 


3 


40 


16 


Q8EGK3 


08ecrk3 ^hpw^npl 1 p 


277 


3 


7. 


7 


28 


1 


Q9UWI5 


09uwi5 archapncrl rib 


278 


3 


7. 


7 


28 


1 


Q9UWL1 


Q9uwll pyrococcus 


279 


3 


7. 


7 


28 


2 


Q47565 


Q47565 escherichia 


280 


3 


7. 


7 


28 


2 


Q47354 


Q47354 escherichia 


281 


3 


7 . 


7 


28 


2 


Q47372 


Q47372 escherichia 


282 


3 


7. 


7 


28 


2 


Q47373 


Q47373 escherichia 


283 


3 


7. 


7 


28 


2 


Q9R4Z1 


Q9r4zl chloroflexu 


284 


3 


7 . 


7 


28 


2 


Q47368 


Q473 68 escherichia 


285 


3 


7. 


7 


28 


2 


Q47359 


Q47359 escherichia 



286 


3 


7.7 


28 


2 


Q47371 


Q47371 escherichia 


287 


3 


7 . 7 


28 


2 


Q47358 


Q47358 escherichia 


288 


3 


7 . 7 


28 


2 


Q9R5I4 


Q9r5i4 streptococc 


289 


3 


7 . 7 


28 


2 


Q47365 


Q47365 escherichia 


290 


3 


7 . 7 


28 


2 


Q47370 


Q47370 escherichia 


291 


3 


7,7 


28 


2 


Q9R4G6 


Q9r4g6 eubacterium 


292 


3 


7 . 7 


28 


2 


Q52275 


Q52275 pseudomonas 


293 


3 


7 . 7 


28 


2 


Q9F7C1 


Q9f7cl serratia ma 


294 


3 


7 . 7 


28 


2 


Q47352 


Q47352 escherichia 


295 


3 


7 . 7 


28 


2 


Q47736 


Q47736 enterococcu 


296 


3 


7 . 7 


28 


2 


Q47357 


Q47357 escherichia 


297 


3 


7 . 7 


28 


2 


Q49327 


Q4 9327 mycoplasma 


298 


3 


7 . 7 


28 


2 


Q9R5E6 


Q9r5e6 thermus aqu 


299 


3 


7 . 7 


28 


2 


Q47369 


Q47369 escherichia 


300 


3 


7 . 7 


28 


2 


Q9REI4 


Q9rei4 acidiphiliu 


301 


3 


7 . 7 


28 


2 


Q9R4L5 


Q9r415 helicobacte 


302 


3 


7.7 


28 


2 


Q47360 


Q47360 escherichia 


3 03 


3 


7.7 


28 


2 


Q47366 


Q47366 escherichia 


304 


3 


7 . 7 


28 


2 


Q52623 


Q52623 proteus vul 


305 


3 


1.1 


28 


2 


Q47367 


Q47367 escherichia 


306 


3 


1.1 


28 


2 


Q46752 


Q46752 escherichia 


307 


3 


1 . 1 


28 


2 


Q9R5C7 


Q9r5c7 vibrio para 


308 


3 


1.1 


28 


2 


Q08005 


Q08005 lactococcus 


309 


3 


1.1 


28 


2 


Q47356 


Q47356 escherichia 


310 


3 


1.1 


28 


2 


Q93JY6 


Q93jy6 mycobacteri 


311 


3 


1.1 


28 


2 


Q47363 


Q47363 escherichia 


312 


3 


1 . 1 


28 


2 


Q93KE4 


Q93ke4 chlamydia p 


313 


3 


1.1 


28 


2 


Q9R4X0 


Q9r4x0 synechococc 


314 


3 


7.7 


28 


2 


Q9ZB83 


Q9zb83 vibrio angu 


315 


3 


7 . 7 


28 


3 


P87021 


P87021 magnaporthe 


316 


3 


1.1 


28 


3 


Q00440 


Q00440 glomerella 


317 


3 


1.1 


28 


4 


Q8N670 


Q8n67 0 homo sap i en 


318 


3 


1 . 1 


28 


4 


Q8N2V3 


Q8n2v3 homo sapien 


319 


3 


1 . 1 


28 


4 


043804 


043804 homo sapien 


320 


3 


1.1 


28 


4 


Q9UD92 


Q9ud92 homo sapien 


321 


3 


1.1 


28 


4 


Q9H4R8 


Q9h4r8 homo sapien 


322 


3 


1.1 


28 


4 


Q8WUY6 


Q8wuy6 homo sapien 


323 


3 


1 . 1 


28 


4 


Q8NG21 


Q8ng21 homo sapien 


324 


3 


1 . 1 


28 


4 


Q16325 


Q16325 homo sapien 


325 


3 


1 . 7 


28 


4 


Q9UMB1 


Q9umbl homo sapien 


326 


3 


1.1 


28 


4 


Q15839 


Q15839 homo sapien 


327 


3 


1 . 7 


28 


4 


Q9HB33 


Q9hb33 homo sapien 


328 


3 


7 . 7 


28 


4 


Q9NQR3 


Q9nqr3 homo sapien 


329 


3 


1.1 


28 


4 


Q8J018 


Q8j018 homo sapien 


330 


3 


1 . 1 


28 


4 


Q8IZT7 


Q8izt7 homo sapien 


331 


3 


1 . 1 


28 


4 


Q8IZL0 


Q8izl0 homo sapien 


332 


3 


1.1 


28 


4 


Q8IZK3 


Q8izk3 homo sapien 


333 


3 


1 . 1 


28 


4 


Q8IZK2 


Q8izk2 homo sapien 


334 


3 


1.1 


28 


4 


Q8IZ87 


Q8iz87 homo sapien 


335 


3 


1.1 


28 


5 


Q9BM57 


Q9bm57 lineus sp. 


336 


3 


1.1 


28 


5 


Q9BM76 


Q9bm76 giardia lam 


337 


3 


1.1 


28 


5 


Q9BM74 


Q9bm74 giardia lam 


338 


3 


1.1 


28 


5 


Q9TWT9 


Q9twt9 penaeus jap 


339 


3 


1.1 


28 


5 


Q95NM7 


Q95nm7 lithobius f 


340 


3 


1.1 


28 


5 


Q9GPK8 


Q9gpk8 scut igerel 1 


341 


3 


1.1 


28 


5 


Q9BM75 


Q9bm75 giardia lam 


342 


3 


1.1 


28 


6 


Q9TRM4 


Q9trm4 bos taurus 



343 


3 


7 


.7 


28 


6 


062731 


062731 canis famil 


344 


3 


7 


.7 


28 


6 


Q9TRV2 


Q9trv2 canis famil 


345 


3 


7 


.7 


28 


6 


Q9XS67 


Q9xs67 bos taurus 


346 


3 


7 


.1 


28 


6 


Q9TU57 


Q9tu57 papio cynoc 


347 


3 


7 


. 7 


28 


6 


062821 


062821 bubalus bub 


348 


3 


7 


. 7 


28 


6 


Q9TU56 


Q9tu56 colobus gue 


349 


3 


7 


. 7 


28 


6 


Q9TU58 


Q9tu58 trachypithe 


350 


3 


7 


. 7 


28 


6 


Q8WP02 


Q8wp02 ateles belz 


351 


3 


7 


. 7 


28 


7 


019736 


019736 homo sapien 


352 


3 


7 


.7 


28 


7 


019732 


019732 homo sapien 


353 


3 


7 


.7 


28 


8 


Q8WK64 


Q8wk64 pinus leiop 


354 


3 


7 


.7 


28 


8 


Q8WK92 


Q8wk92 pinus carib 


355 


3 


7 


.7 


28 


8 


Q8WK52 


Q8wk52 pinus herre 


356 


3 


7 


. 7 


28 


8 


Q8WK78 


Q8wk78 pinus palus 


357 


3 


7 


. 7 


28 


8 


Q8WK60 


Q8wk60 pinus oocar 


358 


3 


7 


.7 


28 


8 


Q8WK44 


08wk44 ninus roxbn 


359 


3 


7 


. 7 


28 


8 


Q8WK48 


Ofiwk4fl nirinq doner 1 


360 


3 


7 


.7 


28 


8 


Q8WK94 


08wk94 ninus atten 


361 


3 


7 


.7 


28 


8 


Q8WK66 


Q8wk66 pinus virgi 


362 


3 


7 


. 7 


28 


8 


Q8WK74 


Q8wk74 pinus punge 


363 


3 


7 


.7 


28 


8 


Q8WK70 


Q8wk70 pinus taeda 


364 


3 


7 


.7 


28 


8 


Q8WK54 


Q8wk54 pinus carib 


365 


3 


7 


.7 


28 


8 


Q9ZYV5 


Q9zyv5 dipsosaurus 


366 


3 


7, 


.7 


28 


8 


Q9T2U2 


Q9t2u2 bos taurus 


367 


3 


7. 


.1 


28 


8 


Q33554 


Q33554 crithidia f 


368 


3 


7. 


.7 


28 


8 


Q8WK50 


Q8wk50 pinus muric 


369 


3 


7 , 


.7 


28 


8 


Q37005 


Q37005 oryza sativ 


370 


3 


7 , 


.7 


28 


8 


Q8WK72 


Q8wk72 pinus rigid 


371 


3 


7, 


.7 


28 


8 


Q9G5Y8 


Q9g5y8 agama agama 


372 


3 


7, 


.7 


28 


8 


Q8WK86 


08wk86 oinus conto 


373 


3 


7. 


.7 


28 


8 


Q8WK62 


Q8wk62 pinus patul 


374 


3 


7. 


.7 


28 


8 


Q8WK84 


Q8wk84 pinus cuben 


375 


3 


7, 


. 7 


28 


8 


Q8WK88 


Q8wk88 pinus carib 


376 


3 


7 . 


. 7 


28 


8 


Q8WK82 


Q8wk82 pinus ma est 


377 


3 


7 . 


.7 


28 


8 


Q8WK58 


08wk58 ninus radia 


378 


3 


7. 


.7 


28 


8 


Q8WK8 0 


Q8wk80 pinus mugo . 


379 


3 


7. 


.7 


28 


8 


Q8WK56 


08wk56 ninus rpcjin 


380 


3 


7. 


.7 


28 


8 


Q8WK90 


O8wk90 ninus banks 

l«J W J ^ ^/ \j L^XllLiiJ ±_st_X 1 1JV |Z? 


381 


3 


7 . 


,7 


28 


8 


Q8LVZ6 


081vz6 asfvanax ^1 


382 


3 


7. 


,7 


28 


8 


Q8WK76 


OAwk76 n ~i ti n c i nnniip 


383 


3 


7. 


.7 


28 


8 


Q8MAY2 


08mav2 norana nani 


384 


3 


7. 


,7 


28 


8 


Q8WK68 


Q8wk68 pinus tropi 


385 


3 


7 . 


7 


28 


8 


Q8HS23 


08hs2^ niRiiin sat"iv 


386 


3 


7 . 


7 


28 


8 


Q8HS11 


OShsll snathinhvl 1 


387 


3 


7 . 


7 


28 


8 


Q8HS07 


O8hs07 wplwit schia 


388 


3 


7. 


7 


28 


8 


Q8HQU4 


Q8hcju4 pinus jeffr 


389 


3 


7. 


7 


28 


8 


Q8HQU2 


Q8hc[u2 pinus engel 


390 


3 


7. 


7 


28 


8 


Q8HQR7 


08hor7 ninus ellio 


391 


3 


7. 


7 


28 


8 


Q8HQR5 


Q8hqr5 pinus serot 


392 


3 


7. 


7 


28 


8 


Q8HQR3 


Q8hqr3 pinus echin 


393 


3 


7 . 


7 


28 


10 


Q8S6H4 


Q8s6h4 oryza sativ 


394 


3 


7 . 


7 


28 


10 


Q9XGH2 


Q9xgh2 pisum sativ 


395 


3 


7, 


7 


28 


10 


Q9SAR3 


Q9sar3 solanum tub 


396 


3 


7. 


7 


28 


10 


Q9XGE3 


Q9xge3 vicia faba 


397 


3 


7. 


7 


28 


10 


024218 


024218 oryza sativ 


398 


3 


7 . 


7 


28 


10 


Q9XGE4 


Q9xge4 vicia faba 


399 


3 


7. 


7 


28 


10 


Q41098 


Q41098 populus bal 



400 


3 


7 . 


7 


28 


11 


Q99PC4 


401 


3 


7 . 


7 


28 


11 


Q91XP0 


402 


3 


7 . 


7 


28 


11 


Q9EQ26 


T± VJ J 


3 


7 t 


7 


28 


11 


Q91VP0 


404 
*± v *± 


3 


7 9 


7 


28 


12 


Q67747 


405 


3 


7 . 


7 


28 


12 


Q67782 


4 06 


3 


7 . 


7 


28 


12 


Q67778 


407 


3 


7 . 


7 


28 


12 


Q67781 


40ft 
*± vv o 


3 


7 # 


7 


28 


12 


Q67787 


409 


3 


7 . 


7 


28 


12 


Q67754 


410 


3 


7 , 


7 


28 


12 


067780 


411 


3 


7 . 


7 


28 


12 


Q67756 


412 


3 


7 . 


7 


28 


12 


Q67777 


4 13 


3 


7 . 


7 


28 


12 


Q9QC16 


414 


3 


7 . 


, 7 


28 


12 


Q67773 


415 


3 


7 . 


, 7 


28 


12 


Q67769 


41 

^ X u 


3 


7 . 


7 


28 


12 


Q67767 


417 


3 


7 t 


, 7 


28 


12 


Q67761 


4 1 ft 


3 


7 


7 


28 


12 


Q67783 


419 


3 


7 . 


. 7 


28 


12 


Q67757 


420 


3 


7 , 


, 7 


28 


12 


090C4 6 


421 


3 


7 . 


. 7 


28 


12 


Q67764 


422 


3 


7 , 


, 7 


28 


12 


Q9QC19 


423 


3 


7 
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7. 
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30 


16 


Q8EJP3 
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shewanel la 


848 


3 
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7 


30 


16 
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shewanella 


849 
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7. 


7 


30 


16 
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7 


30 


16 


Q8EFH6 
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shewanella 
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7 


30 


16 


Q8ECK7 
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7 


30 


16 


Q8EB32 
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shewanella 
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7 


30 


16 


Q8EAV6 
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shewanella 
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3 


7. 


7 


30 


16 


Q8DZ13 


Q8dzl3 


streptococc 


855 


3 
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7 


30 


16 
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.7 


30 


16 
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30 
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30 
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Q8ckb0 yersinia pe 
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30 
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2 
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09x3c3 Drochloroco 
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31 
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Q47374 


Q47374 escherichia 
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31 


2 


Q9R2N7 


Q9r2n7 escherichia 
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. 7 


31 


2 
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3 
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31 
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31 
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. 7 


31 


2 


Q8L3M4 


Q813m4 rickettsia 
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31 


2 
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31 
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Q9EV62 


Q9ev62 streptococc 
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31 
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Q47364 
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31 


2 
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2 
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31 
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31 


4 
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7, 


.7 


31 


4 
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31 


4 
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31 
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Q9ucf2 homo sapien 


894 
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31 


4 
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Q9uj4 0 homo sapien 
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7 
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31 


4 


Q9UEI3 
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31 


4 


Q9Y2A3 
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7 
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9 
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31 


10 


Q9SPF4 
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Q8JS95 


Q8js95 hepatitis b 
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067979 heDatitis b 


956 


3 


7. 


7 


31 


12 


Q8JSB3 


08~isb3 henat - it~ i <=? b 
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31 
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Q8JS97 


Q8js97 hepatitis b 
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12 
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Q67967 


Q67967 hepatitis b 
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Q8JS90 


Q8js90 hepatitis b 
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12 


Q8JSB0 


Q8jsb0 hepatitis b 
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12 


Q8JSC6 


Q8jsc6 hepatitis b 
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7 
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12 
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Q67987 hepatitis b 
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Q8JSB7 


Q8jsb7 hepatitis b 
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Q8js83 hepatitis b 
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Q67992 


Q67992 hepatitis b 
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Q68080 hepatitis b 
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12 
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Q68002 hepatitis b 
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12 
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Q68013 hepatitis b 
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12 
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Q8js98 hepatitis b 
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Q68050 hepatitis b 


974 


3 


7 . 


7 


31 
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Q8jsb6 hepatitis b 
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12 


Q68004 


Q68004 hepatitis b 
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Q8js93 hepatitis b 
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12 
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Q8jsa4 hepatitis b 
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Q8JS84 


Q8js84 hepatitis b 
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Q68019 hepatitis b 
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Q8jsa0 hepatitis b 
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Q8jsd5 hepatitis b 
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Q67998 hepatitis b 
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Q68056 hepatitis b 
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Q68033 hepatitis b 
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Q68018 hepatitis b 
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Q68011 hepatitis b 
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Q8js74 hepatitis b 
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Q68071 hepatitis b 
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Q8js81 hepatitis b 
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Q67957 hepatitis b 
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Q67985 hepatitis b 
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Q67990 hepatitis b 
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ALIGNMENTS 



RESULT 1 
Q8P6H8 

ID Q8P6H8 PRELIMINARY; PRT; 37 AA. 

AC Q8P6H8; 

DT 01-OCT-2002 (TrEMBLrel . 22, Created) 

DT 01-OCT-2002 (TrEMBLrel . 22, Last sequence update) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 

DE Phage-related protein. 

GN 0RF52 OR XCC2991. 

OS Xanthomonas campestris (pv. campestris) . 

OC Bacteria ; Prot eobacteria ; Gammaproteobact eria ; Xanthomonadales ; 

OC Xanthomonadaceae; Xanthomonas. 

OX NCBI_TaxID=34 0; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=ATCC 33 913 / NCPPB 52 8; 

RX MEDLINE=22 022145; PubMed=12 0242 17 ; 

RA da Silva A.C.R., Ferro J. A., Reinach F.C., Farah C.S., Furlan L.R., 

RA Quaggio R.B., Monteiro-Vitorello C.B., Van Sluys M.A., Almeida N.F., 

RA Alves L.M.C., do Amaral A.M., Bertolini M.C., Camargo L.E.A., 

RA Camarotte G. , Cannavan F. , Cardozo J., Chambergo F., Ciapina L.P., 



RA Cicarelli R.M.B., Coutinho L.L. , Curs ino- Santos J.R., El-Dorry H. , 

RA Faria J.B., Ferreira A.J.S., Ferreira R.C.C., Ferro M.I.T., 

RA Formighieri E.F., Franco M.C., Greggio C.C., Gruber A., 

RA Katsuyama A.M. , Kishi L.T., Leite R.P., Lemos E.G.M., Lemos M.V.F., 

RA Locali E.C., Machado M.A. , Madeira A.M.B.N., Martinez-Rossi N.M. , 

RA Martins E.C., Meidanis J., Menck C.F.M., Miyaki C.Y., Moon D.H. , 

RA Moreira L.M., Novo M.T.M., Okura V.K. , Oliveira M.C., Oliveira V.R., 

RA Pereira H.A., Rossi A., Sena J.A.D., Silva C. , de Souza R.F., 

RA Spinola L.A.F., Takita M.A. , Tamura R.E., Teixeira E.C., Tezza R.I.D., 

RA Trindade dos Santos M. , Truffi D., Tsai S.M., White F.F., 

RA Setubal J.C., Kitajima J. P.; 

RT "Comparison of the genomes of two Xanthomonas pathogens with differing 

RT host specificities."; 

RL Nature 417:459-463(2002). 

DR EMBL ; AE012413; AAM42263.1; -. 

KW Complete proteome. 

SQ SEQUENCE 37 AA; 4295 MW; 41E2614 125B1A922 CRC64 ; 

Query Match 15.4%; Score 6; DB 16; Length 37; 

Best Local Similarity 100.0%; Pred. No. 2e+02; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 11 RERARL 16 

MINI 

Db 27 RERARL 32 

RESULT 2 
Q8FVK2 

ID Q8FVK2 PRELIMINARY; PRT; 38 AA. 

AC Q8FVK2; 

DT 01-MAR-2003 {TrEMBLrel . 23, Created) 

DT 01-MAR-2003 (TrEMBLrel. 23, Last sequence update) 

DT 01-MAR-2003 (TrEMBLrel. 23, Last annotation update) 

DE Hypothetical protein. 

GN BRA0835. 

OS Brucella suis. 

OC Bacteria; Proteobacteria ; Alphaproteobacteria; Rhizobiales; 

OC Brucellaceae; Brucella. 

OX NCBI_TaxID=2 9461; 
RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=1330 / Biovar 1; 

RX MEDLINE=22247741; PubMed=1227 1122 ; 

RA Paulsen I.T., Seshadri R., Nelson K.E., Eisen J. A. , Heidelberg J.F., 

RA Read T.D., Dodson R.J., Umayam L. , Brinkac L.M. , Beanan M. J. , 

RA Daugherty S.C., Deboy R.T., Durkin A.S., Kolonay J.F., Madupu R. , 

RA Nelson W.C., Ayodeji B. , Kraul M., Shetty J., Malek J., Van Aken S.E., 

RA Riedmuller S., Tettelin H. , Gill S.R., White 0., Salzberg S.L., 

RA Hoover D.L., Lindler L.E., Hailing S.M., Boyle S.M., Fraser CM. ; 

RT "The Brucella suis genome reveals fundamental similarities between 

RT animal and plant pathogens and symbionts."; 

RL Proc. Natl. Acad. Sci . U.S.A. 99:13148-13153(2002). 

DR EMBL; AE014577; AAN34010.1; -. 

DR TIGR; BRA0835; 

KW Hypothetical protein; Complete proteome. 

SQ SEQUENCE 38 AA; 4255 MW; D71AA8D253FD7F86 CRC64 ; 



Query Match 15.4%; Score 6; DB 16; Length 38; 

Best Local Similarity 100.0%; Pred. No. 2e+02; 

Matches 6; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 12 ERARLL 17 

MINI 

Db 6 ERARLL 11 



RESULT 3 
Q9TWE2 

ID Q9TWE2 PRELIMINARY; PRT; 28 AA. 

AC Q9TWE2 ; 

DT 01-MAY-2000 (TrEMBLrel . 13, Created) 

DT 01-MAY-2000 (TrEMBLrel . 13, Last sequence update) 

DT 01-JUN-2000 (TrEMBLrel. 14, Last annotation update) 

DE AXONEMAL alpha-tubul in isoform (Fragment) . 

OS Paracentrotus lividus (Common sea urchin) . 

OC Eukaryota; Metazoa; Echinodermata; Eleutherozoa ; Echinozoa; 

OC Echinoidea; Euechinoidea ; Echinacea; Echinoida; Echinidae; 

OC Paracentrotus . 

OX NCBI_TaxID=7656; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE-96215272; PubMed=862662 9 ; 

RA Mary J., Redeker V., Le Caer J. P., Rossier J., Schmitter J.M. ; 

RT "Posttranslational modifications in the C-terminal tail of axonemal 

RT tubulin from sea urchin sperm."; 

RL J. Biol. Chem. 271:9928-9933(1996). 

SQ SEQUENCE 28 AA; 3104 MW; 9C50E220D1AFD7C1 CRC64 ; 

Query Match 12.8%; Score 5; DB 5; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.3e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 17 LAALE 21 

Mill 

Db 2 LAALE 6 



RESULT 4 
Q9WTS1 

ID Q9WTS1 PRELIMINARY; PRT; 28 AA. 

AC Q9WTS1; 

DT 01-NOV-1999 (TrEMBLrel. 12, Created) 

DT 01-NOV-1999 (TrEMBLrel. 12, Last sequence update) 

DT 01-NOV-1999 (TrEMBLrel. 12, Last annotation update) 

DE Egfr (Fragment) . 

GN EGFR . 

OS Rattus norvegicus (Rat) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodent ia; Sciurognathi ; Muridae; Murinae; Rattus. 

OX NCBI_TaxID=10116; 

RN [1] 

RP SEQUENCE FROM N.A. 

RA Kondoh S.K., Akiyama N. ; 



RT 
RL 
DR 
FT 
SQ 



"Rat EGFR promoter from NRK cells."; 

Submitted (MAR-1999) to the EMBL/ GenBank/DDB J databases. 
EMBL; AB025197; BAA76391.1; 
NONJTER 28 28 

SEQUENCE 28 AA; 2855 MW 



12 . 8% 



B56EAB41A074D15A CRC64; 



Score 5; DB 11; Length 28; 



Query Match 

Best Local Similarity 100.0%; Pred. No. 1.3e+03; 
Matches 5; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



Qy 16 LLAAL 20 

Mill 

Db 14 LLAAL 18 



RESULT 5 
Q9TTP2 

ID Q9TTP2 PRELIMINARY; PRT; 29 AA. 

AC Q9TTP2 ; 

DT 01-MAY-2000 (TrEMBLrel . 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-MAR-2002 (TrEMBLrel. 20, Last annotation update) 

DE Alanine glyoxylate aminotransferase (EC 2.6.1.44) (Fragment). 

GN AGT . 

OS Pan troglodytes (Chimpanzee) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Pan. 

OX NCBI_TaxID=9598 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=20188798; PubMed=1072373 9 ; 

RA Holbrook J.D., Birdsey G.M., Yang Z., Bruford M.W., Danpure C.J.; 

RT "Molecular adaptation of alanine Glyoxylate aminotransferase targeting 

RT in primates . " ; 

RL Mol. Biol. Evol. 17:387-4 00(2000). 

DR EMBL; AJ237886; CAB56803.1; -. 

KW Aminotransferase; Transferase. 

FT NON_TER 2 9 29 

SQ SEQUENCE 29 AA; 3048 MW; 51645B5E27835DC3 CRC64; 

Query Match 12.8%; Score 5; DB 6; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.3e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 31 HKLLV 35 

Mill 

Db 4 HKLLV 8 



RESULT 6 
Q9JLR6 

ID Q9JLR6 PRELIMINARY; PRT; 29 AA. 

AC Q9JLR6 ; 

DT 01-OCT-2000 (TrEMBLrel. 15, Created) 
DT 01-OCT-2000 (TrEMBLrel. 15, Last sequence update) 
DT 01-OCT-2000 (TrEMBLrel. 15, Last annotation update) 
DE Epidermal growth factor receptor (Fragment) . 



OS Rattus norvegicus (Rat) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Rattus 

OX NCBI_TaxID=10116; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=Sprague-Dawley; TISSUE=Spleen; 

RX MEDLINE=20167208; PubMed=10702298 ; 

RA Liu X.-W., Katagiri Y. , Jiang H., Gong L.-J., Guo L.-Y., Shibutani M 

RA Johnson A.C., Guroff G.; 

RT "Cloning and Characterization of the Promoter Region of the Rat 

RT Epidermal Growth Factor Receptor Gene and Its Transcriptional 

RT Regulation by Nerve Growth Factor in PC12 Cells."; 

RL J. Biol. Chem. 275:7280-7288(2000). 

DR EMBL; AF142153; AAF27540.1; -. 

KW Receptor. 

FT NON_TER 29 2 9 

SQ SEQUENCE 29 AA; 2984 MW; 1A056EAB4 1A074D1 CRC64 ; 

Query Match 12.8%; Score 5; DB 11; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.3e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 16 LLAAL 20 

Mill 

Db 14 LLAAL 18 



RESULT 7 






Q9I390 






ID 


Q9I3 90 PRELIMINARY; PRT; 29 AA. 






AC 


Q9I390; 






DT 


01-MAR-2001 (TrEMBLrel . 16, Created) 






DT 


01-MAR-2001 (TrEMBLrel. 16, Last sequence update) 






DT 


01-MAR-2002 (TrEMBLrel . 20, Last annotation update) 






DE 


KdpF protein. 






GN 


KDPF OR PA1632. 






OS 


Pseudomonas aeruginosa. 






OC 


Bacteria ; Prot eobacteria ; Gammaprot eobacteria ; Pseudomonadales ; 




OC 


Pseudomonadaceae ; Pseudomonas . 






OX 


NCBI TaxID=287; 






RN 


[1] 






RP 


SEQUENCE FROM N.A. 






RC 


STRAIN=ATCC 15692 / PAOl ; 






RX 


MEDLINE=20437337; PubMed=10984 043 ; 






RA 


Stover C.K., PhamX.-Q.T., Erwin A.L., Mizoguchi S.D., Warrener 


P. , 


RA 


Hickey M.J., Brinkman F.S.L., Hufnagle W.O., Kowalik D.J. 


, Lagrou M 


RA 


Garber R.L. , Goltry L. , Tolentino E. , Westbrock-Wadman S. 


, Yuan 


Y. , 


RA 


Brody L.L., Coulter S.N., Folger K.R., Kas A., Larbig K. , 


Lim R. 


■ M . , 


RA 


Smith K.A., Spencer D.H., Wong G.K.-S., Wu Z., Paulsen I. 


T., 




RA 


Reizer J., Saier M.H., Hancock R.E.W., Lory S., Olson M.V. ; 




RT 


"Complete genome sequence of Pseudomonas aeruginosa PAOl, 


an 




RT 


opportunistic pathogen. " ; 






RL 


Nature 406:959-964(2000). 






DR 


EMBL; AE004591; AAG05021.1; -. 






KW 


Complete proteome. 






SQ 


SEQUENCE 29 AA; 3206 MW; 031E034AF96C0392 CRC64 ; 







Query Match 12.8%; Score 5; DB 16; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.3e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLALA 5 

Mill 

Db 8 SLALA 12 



RESULT 8 
Q9RHF9 

ID Q9RHF9 PRELIMINARY; PRT; 31 AA. 

AC Q9RHF9; 

DT 01-MAY-2000 (TrEMBLrel . 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last annotation update) 

DE Periplasmic mercuric ion binding protein (Fragment) . 

GN MERP . 

OS Acinetobacter calcoaceticus . 

OG Plasmid pKLHl . 

OC Bacteria; Proteobacteria ; Gammaproteobacteria ; Pseudomona dales ; 

OC Moraxellaceae; Acinetobacter. 

OX NCBI_TaxID=471; 

RN [1] 

RP SEQUENCE FROM N . A . 

RC TRANS POSON=aberrant mercury resistance transposon; 

RA Kholodii G.Y., Mindlin S.Z., Lomovskaya O.L., Gorlenko Z.M., 

RA Yurieva O.V. , Nikiforov V.G. ; 

RT "pKLHl-like aberrant mercury resistance transposons of environmental 

RT Acinetobacter strains: spread, polymorphism and possible origin."; 

RL Submitted (DEC-1999) to the EMBL/ GenBank/DDB J databases. 

DR EMBL; AJ251517; CAB65941.1; -. 

DR InterPro; IPR001802; HG__scavenger . 

DR PRINTS; PRO 094 6; HGSCAVENGER. 

KW Plasmid. 

FT NON_TER 3131 

SQ SEQUENCE 31 AA; 3182 MW; 2EBCF50B7D9BC66E CRC64 ; 

Query Match 12.8%; Score 5; DB 2; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.4e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 1 SLALA 5 

Mill 

Db 7 SLALA 11 



RESULT 9 
Q9T1K0 

ID Q9T1K0 PRELIMINARY; PRT; 31 AA. 

AC Q9T1K0; 

DT 01-MAY-2000 (TrEMBLrel. 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-OCT-2 002 (TrEMBLrel. 22, Last annotation update) 

DE Shiga toxin A subunit (EC 3.2.2.22) (rRNA N-glycosidase) 

DE (Fragment) . 



GN STX2 . 

OS Bacteriophage F6 . 

OC Viruses . 

OX NCBI _TaxID=108918 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=F6 ; 

RX MEDLINE=98320580; PubMed=9647813 ; 

RA Muniesa M. , Jofre J.; 

RT "Abundance in sewage of bacteriophages that infect Escherichia coli 

RT 0157 :H7 and that carrythe Shiga toxin 2 gene."; 

RL Appl. Environ. Microbiol. 64:2443-2448(1998). 

RN [2] 

RP SEQUENCE FROM N.A. 

RC STRAIN-F6 ; 

RX MEDLINE=20117821; PubMed=10650226 ; 

RA Muniesa M., Jofre J. ; 

RT "Occurrence of phages infecting Escherichia coli 0157 :H7 carrying the 

RT Stx 2 gene in sewage from different countries."; 

RL FEMS Microbiol. Lett. 183:197-200(2000). 

CC -!- CATALYTIC ACTIVITY: ENDOHYDROLYSIS OF THE N-GLYCOSIDIC BOND AT ONE 
CC SPECIFIC ADENOSINE ON THE 28S RRNA. 

CC -!- SIMILARITY: BELONGS TO THE R I BOSOME- INACTIVATING PROTEIN FAMILY. 

DR EMBL; AJ251234; CAB61566.1; -. 

DR InterPro; IPR001574; RIP. 

DR Pfam; PF00161; RIP; 1* 

KW Hydrolase; Toxin. 

FT NON_TER 31 31 

SQ SEQUENCE 31 AA; 3414 MW; 99DB1A17091655B0 CRC64 ; 

Query Match 12.8%; Score 5; DB 9; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.4e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 18 AALER 22 

Mill 

Db 14 AALER 18 



RESULT 10 
Q9T1K2 



PRELIMINARY; 



ID Q9T1K2 

AC Q9T1K2 ; 

DT 01-MAY-2000 (TrEMBLrel 

DT 01-MAY-2000 (TrEMBLrel 

DT 01-OCT-2002 (TrEMBLrel 

DE Shiga toxin A subunit 

DE (Fragment) . 

GN STX2 . 

OS Bacteriophage F3 . 

OC Viruses . 

OX NCBI_TaxID=108916; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=F3 ; 

RX MEDLINE=9832 058 0; PubMed= 

RA Muniesa M. , Jofre J.; 



PRT; 



31 AA. 



, 13, Created) 
. 13, Last sequence update) 
, 22, Last annotation update) 
(EC 3.2.2.22) (rRNA N-glycosidase) 



9647813; 



RT "Abundance in sewage of bacteriophages that infect Escherichia coli 

RT 0157 :H7 and that carrythe Shiga toxin 2 gene."; 

RL Appl. Environ. Microbiol. 64:2443-2448(1998). 

RN [2] 

RP SEQUENCE FROM N.A. 

RC STRAIN=F3 ; 

RX MEDLINE=20117821; PubMed=10650226 ; 

RA Muniesa M. , Jofre J. ; 

RT "Occurrence of phages infecting Escherichia coli 0157 :H7 carrying the 

RT Stx 2 gene in sewage from different countries."; 

RL FEMS Microbiol. Lett. 183:197-200(2000). 

CC -!- CATALYTIC ACTIVITY: ENDOHYDROLYS I S OF THE N-GLYCOSIDIC BOND AT ONE 
CC SPECIFIC ADENOSINE ON THE 28S RRNA. 

CC -!- SIMILARITY: BELONGS TO THE RIBOSOME- INACTIVATING PROTEIN FAMILY. 

DR EMBL; AJ251232; CAB61564.1; -. 

DR InterPro; IPR001574; RIP. 

DR Pfam; PF00161; RIP; 1. 

KW Hydrolase; Toxin. 

FT N0N_TER 31 31 

SQ SEQUENCE 31 AA; 3414 MW; 99DB1A17091655B0 CRC64 ; 

Query Match 12.8%; Score 5; DB 9; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.4e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 18 AALER 22 

Mill 

Db 14 AALER 18 



RESULT 11 
Q9T1K1 

ID Q9T1K1 PRELIMINARY; PRT; 31 AA. 

AC Q9T1K1; 

DT 01-MAY-2000 (TrEMBLrel . 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 

DE Shiga toxin A subunit (EC 3.2.2.22) (rRNA N-glycosidase) 

DE (Fragment) . 

GN STX2 . 

OS Bacteriophage F5 . 

OC Viruses . 

OX NCBI_TaxID=108917; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=F5 ; 

RX MEDLINE=98320580; PubMed=96478 13 ; 

RA Muniesa M. , Jofre J. ; 

RT "Abundance in sewage of bacteriophages that infect Escherichia, coli 

RT 0157 :H7 and that carrythe Shiga toxin 2 gene."; 

RL Appl. Environ. Microbiol. 64:2443-2448(1998). 

RN [2] 

RP SEQUENCE FROM N.A. 

RC STRAIN=F5 ; 

RX MEDLINE=20117821; PubMed=10650226 ; 

RA Muniesa M., Jofre J. ; 

RT "Occurrence of phages infecting Escherichia coli 0157 :H7 carrying the 



RT Stx 2 gene in sewage from different countries. "; 

RL FEMS Microbiol. Lett. 183:197-200(2000). 

CC -!- CATALYTIC ACTIVITY: ENDOH YDROLYS I S OF THE N-GLYCOSIDIC BOND AT ONE 
CC SPECIFIC ADENOSINE ON THE 28S RRNA. 

CC -!- SIMILARITY: BELONGS TO THE RIBOSOME- INACTIVATING PROTEIN FAMILY. 

DR EMBL; AJ251233; CAB61565.1; -. 

DR InterPro; IPR001574; RIP. 

DR Pfam; PF00161; RIP; 1. 

KW Hydrolase; Toxin. 

FT NONJTER 31 31 

SQ SEQUENCE 31 AA; 3414 MW; 9 9DB1A17091655B0 CRC64; 



Query Match 12.8%; 
Best Local Similarity 100.0% 
Matches 5; Conservative 



Score 5; DB 9; Length 31; 
Pred. No. 1.4e+03; 
0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



18 AALER 22 

Illll 
14 AALER 18 



RESULT 12 
Q9T1K3 
ID 
AC 
DT 
DT 
DT 
DE 
DE 
GN 
OS 
OC 



PREL I M I NARY ; 

(TrEMBLrel . 13, 
(TrEMBLrel. 13, 
(TrEMBLrel. 22, 
A subunit (EC 3 



Created) 

Last sequence update) 
Last annotation update) 
.2.2.22) (rRNA N-glycos idase) 



Inoviridae; Inovirus . 



Q9T1K3 PRELIMINARY; PRT; 31 AA. 

Q9T1K3 ; 
01-MAY-2000 
01-MAY-2000 
01-OCT-2002 
Shiga toxin 
(Fragment) . 
STX2. 

Bacteriophage fl. 
Viruses; ssDNA viruses ; 
OX NCBI_TaxID=10863 ; 
RN [1] 

RP SEQUENCE FROM N.A. 
RC STRAIN=F1; 

RX MEDLINE=98320580; PubMed=96478 13 ; 
RA Muniesa M. , Jofre J.; 

RT "Abundance in sewage of bacteriophages that infect Escherichia coli 
RT 0157:H7 and that carrythe Shiga toxin 2 gene."; 
RL Appl. Environ. Microbiol. 64:2443-2448(1998). 
RN [2] 

RP SEQUENCE FROM N.A. 
RC STRAIN=F1 ; 

RX MEDLINE=20117821; PubMed=10650226 ; 
RA Muniesa M. , Jofre J.; 

RT "Occurrence t of phages infecting Escherichia coli 0157 :H7 carrying the 
RT Stx 2 gene in sewage from different countries."; 
RL FEMS Microbiol. Lett. 183:197-200(2000). 

CC -!- CATALYTIC ACTIVITY: ENDOHYDROLYSIS OF THE N-GLYCOSIDIC BOND AT ONE 
CC SPECIFIC ADENOSINE ON THE 28S RRNA. 

CC -!- SIMILARITY: BELONGS TO THE RIBOSOME- INACTIVATING PROTEIN FAMILY. 
DR EMBL; AJ251231; CAB61563.1; 
DR InterPro; IPR001574; RIP. 
DR Pfam; PF00161; RIP; 1. 
KW Hydrolase; Toxin. 



FT NON_TER 31 31 

SQ SEQUENCE 31 AA; 3414 MW; 99DB1A17091655B0 CRC64 ; 



Query Match 12.8%; Score 5; DB 9; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.4e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 18 AALER 22 

Mill 

Db 14 AALER 18 



RESULT 13 
Q9KM83 

ID Q9KM83 PRELIMINARY; PRT; 33 AA. 

AC Q9KM83; 

DT 01-OCT-2000 (TrEMBLrel . 15, Created) 

DT 01-OCT-2000 (TrEMBLrel. 15, Last sequence update) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last annotation update) 

DE Hypothetical protein VCA0500. 

GN VCA0500. 

OS Vibrio cholerae. 

OC Bacteria; Proteobacteria; Gammaproteobacteria ,- Vibrionales; 

OC Vibrionaceae; Vibrio. 

OX NCBI_TaxID=666 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=E1 Tor N16961 / Serotype 01; 

RX MEDLINE=20406833; PubMed=109523 01 ; 

RA Heidelberg J.F., Eisen J. A. , Nelson W.C., Clayton R.A., Gwinn M.L., 

RA Dodson R.J. , Haft D.H. , Hickey E.K., Peterson J.D., Umayam L.A., 

RA Gill S.R., Nelson K.E., Read T.D., Tettelin H. , Richardson D. , 

RA Ermolaeva M.D., Vamathevan J., Bass S., Qin H. , Dragoi I., Sellers P 

RA McDonald L. , Utterback T., Fleischmann R.D., Nierman W.C., White O. , 

RA Salzberg S.L., Smith H.O. , Colwell R.R., Mekalanos J.J. , Venter J.C. 

RA Fraser CM.; 

RT "DNA sequence of both chromosomes of the cholera pathogen Vibrio 

RT cholerae."; 

RL Nature 406:477-483(2000). 

DR EMBL; AE004381; AAF96403.1; -. 

DR TIGR; VCA0500; -. 

KW Hypothetical protein; Complete proteome. 

SQ SEQUENCE 33 AA; 3731 MW; 625DB1FF2E10E8A0 CRC64 ; 

Query Match 12.8%; Score 5; DB 16; Length 33; 

Best Local Similarity 100.0%; Pred. No. 1.5e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 6 DDAAF 10 

Mill 

Db 16 DDAAF 2 0 



RESULT 14 
Q8XY48 

ID Q8XY48 PRELIMINARY; PRT; 33 AA . 

AC Q8XY48; 



DT 01-MAR-2002 (TrEMBLrel . 20, Created) 

DT 01-MAR-2002 (TrEMBLrel. 20, Last sequence update) 

DT 01-MAR-2002 (TrEMBLrel. 20, Last annotation update) 

DE Probable phage-related protein fragment. 

GN RSC1915 OR RS03485. 

OS Ralstonia solanacearum (Pseudomonas solanacearum) . 

OC Bacteria; Proteobacteria ; Betaproteobacteria; Burkholderiales; 

OC Ralstoniaceae; Ralstonia. 

OX NCB I_TaxI D= 305; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=GMI1000; 

RX MEDLINE=21681879; PubMed=11823852 ; 

RA Salanoubat M . , Genin S., Artiguenave F., Gouzy J., Mangenot S., 

RA Arlat M. , Billault A., Brottier P., Camus J.C., Cattolico L. , 

RA Chandler M. , Choisne N. , Claudel -Renard C, Cunnac S., Demange N. 

RA Gaspin C, Lavie M. , Moisan A., Robert C, Saurin W., Schiex T. , 

RA Siguier P., Thebault P., Whalen M. , Wincker P., Levy M., 

RA Weissenbach J., Boucher C.A.; 

RT "Genome sequence of the plant pathogen Ralstonia solanacearum. " ; 

RL Nature 415:497-502(2002). 

DR EMBL; AL646067; CAD15617.1; 

KW Complete proteome. 

SQ SEQUENCE 33 AA; 4036 MW 



Query Match 12 . 8% 



41DF9B7705EC474D CRC64 ; 



Score 5; DB 16; Length 33; 
Best Local Similarity 100.0%; Pred. No. 1.5e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 11 RERAR 15 

Mill 

Db 22 RERAR 26 



RESULT 15 
Q27372 

ID Q27372 PRELIMINARY; PRT; 37 AA. 

AC Q27372; 

DT 01 -NOV- 19 96 (TrEMBLrel. 01, Created) 

DT 01-NOV-1996 (TrEMBLrel. 01, Last sequence update) 

DT 01-NOV-1998 (TrEMBLrel. 08, Last annotation update) 

DE (Clone 11) Ul snRNA, 3' end of CDS (Fragment). 

GN Ul SNRNA. 

OS Bombyx mori (Silk moth) . 

OC Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota; 

OC Neoptera; Endopterygota ; Lepidoptera,- Glossata; Ditrysia; Bombycoidea; 

OC Bombycidae,- Bombyx. 

OX NCBI_TaxID=7091; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=96111299; PubMed=8589846 ; 

RA Gao J. P., Herrera R.J.; 

RT "Ul snRNA variants coexist in Bombyx mori cells."; 

RL Insect Mol. Biol. 4:193-202(1995). 

DR EMBL; L42957; AAB00485.1; 

DR EMBL; L42955; AAB00483.1; 

FT NON TER 1 1 



SQ SEQUENCE 37 AA; 4187 MW; 254 1733F7C9D68FA CRC64; 



Query Match 12.8%; Score 5; DB 5; Length 37; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 13 RARLL 17 

Mill 

Db 10 RARLL 14 



RESULT 16 
Q8SYH5 

ID Q8SYH5 PRELIMINARY; PRT; 37 AA.- 

AC Q8SYH5; 

DT 01-JUN-2002 (TrEMBLrel . 21 , Created) 

DT 01-JUN-2002 {TrEMBLrel. 21, Last sequence update) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 

DE RE58095p. 

GN BCDNA:RE58095 . 

OS Drosophila melanpgaster (Fruit fly) . 

OC Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota; 

OC Neoptera; Endopterygota; Diptera; Brachycera; Muscomorpha; 

OC Ephydroidea; Drosophilidae; Drosophila. 

OX NCBI_TaxID=7227 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=Berkeley; 

RA Stapleton M. , Brokstein P., Hong L. , Agbayani A., Carlson J., 

RA Champe M. , Chavez C. , Dorsett V., Dresnek D. , Farfan D. , Frise E., 

RA George R. , Gonzalez M., Guarin H. , Kronmiller B., Li P., Liao G. , 

RA Miranda A., Mungall C.J., Nunoo J., Pacleb J., Paragas V., Park S., 

RA Patel S., Phouanenavong S., Wan K. , Yu C. , Lewis S.E., Rubin G.M., 

RA Celniker S . ; 

RL Submitted (DEC-2001) to the EMBL/GenBank/DDB J databases. 

DR EMBL; AY071546; AAL49168.1; -. 

DR FlyBase; FBgn0047081; BcDNA: RE58 095 . 

SQ SEQUENCE 37 AA; 4505 MW; 98 148EB2DD00287C CRC64; 

Query Match 12.8%; Score 5; DB 5; Length 37; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 11 RERAR 15 

Mill 

Db 2 0 RERAR 24 



RESULT 17 
Q9TTR4 

ID Q9TTR4 PRELIMINARY; PRT; 37 AA. 

AC Q9TTR4 ; 

DT 01-MAY-2000 (TrEMBLrel. 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-MAR-2002 (TrEMBLrel. 20, Last annotation update) 

DE Alanine glyoxylate aminotransferase (EC 2.6.1.44) (Fragment). 

GN AGT. 



OS Cercopithecus diana (Diana monkey) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Cercopithecidae; 

OC Cercopithecinae; Cercopithecus . 

OX NCBI_TaxID=36224 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=) ; 

RX MEDLINE=20188798; PubMed-1072373 9 ; 

RA Holbrook J.D., Birdsey G.M. , Yang Z., Bruford M.W. , Danpure C.J. ; 

RT "Molecular adaptation of alanine Glyoxylate aminotransferase targeting 

RT in primates . " ; 

RL Mol. Biol. Evol. 17:387-400(2000). 

DR EMBL; AJ237891; CAB56774.1; -. 

KW Aminotransferase; Transferase. 

FT NON__TER 37 37 

SQ SEQUENCE 37 AA; 3979 MW; 7289022410A60DF1 CRC64 ; 

Query Match 12.8%; Score 5; DB 6; Length 37; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 31 HKLLV 35 

Mill 

Db 4 HKLLV 8 



RESULT 18 
Q9N260 

ID Q9N260 PRELIMINARY; PRT; 37 AA. 

AC Q9N260; 

DT 01-OCT-2000 (TrEMBLrel . 15, Created) 

DT 01-OCT-2000 (TrEMBLrel. 15, Last sequence update) 

DT 01-JUN-2002 (TrEMBLrel. 21, Last annotation update) 

DE MADH4 protein (Fragment) . 

GN MADH4 . 

OS Sus scrofa (Pig) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Cetart iodactyla ; Suina; Suidae; Sus. 

OX NCBI_TaxID=9823 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=20118593; PubMed=10654432 ; 

RA Kelly K.A. , Larsen N.J., Marklund S. f Rothschild M.F.; 

RT "Mapping of two tumor suppressor genes in the pig."; 

RL Anim. Biotechnol. 10:81-85(1999). 

DR EMBL; AF120280; AAF70206.1; -. 

DR HSSP; Q13485; 1YGS . 

DR InterPro; IPR001132; Dwarf in. 

DR Pfam; PF03166; MH2 ; 1. 

FT NON_TER 1 1 

FT NON_TER 37 37 

SQ SEQUENCE 37 AA; 4038 MW; EDFA3087D75E7B30 CRC64 ; 



Query Match 12.8%; Score 5; DB 6; Length 37; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 
Matches 5; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



Qy 12 ERARL 16 

Mill 

Db 26 ERARL 30 



RESULT 19 
Q9H4Y8 

ID Q9H4Y8 PRELIMINARY; PRT; 38 AA. 

AC Q9H4Y8 ; 

DT 01-MAR-2001 (TrEMBLrel . 16, Created) 

DT 01-MAR-2001 (TrEMBLrel. 16, Last sequence update) 

DT 01-MAR-2003 (TrEMBLrel. 23, Last annotation update) 

DE DJ1041C10.1 (Beta-l f 4-galactosyltransf erase, polypeptide 5) (Beta-1.4- 

DE galactosyltransf erase V) (Fragment) . 

GN B4GALT5 OR GT-V. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID-9606; 

RN [1] 

RP SEQUENCE FROM N.A. 

RA Heath P . ; 

RL Submitted (MAR-2001) to the EMBL/ GenBank/DDBJ databases. 

RN [2] 

RP SEQUENCE FROM N.A. 

RC TISSUE=Placenta; 

RA Sato T. ; 

RT "Promoter analysis of human beta-1 , 4-galactosyltransf erase V gene."; 

RL Submitted (AUG-2001) to the EMBL/ GenBank/ DDB J databases. 

DR EMBL; AL162615; CAC11145.1; -. 

DR EMBL; AB067772; BAC07182.1; -. 

KW Glycosyltransf erase; Transferase. 

FT NONJTER 3 8 38 

SQ SEQUENCE 38 AA; 4359 MW; ECC7FA6515263101 CRC64 ; 

Query Match 12.8%; Score 5; DB 4; Length 38; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 16 LLAAL 20 

Db 15 LLAAL 19 



RESULT 2 0 
Q8U580 

ID Q8U580 PRELIMINARY; PRT; 38 AA. 

AC Q8U580; 

DT 01-JUN-2002 (TrEMBLrel. 21, Created) 

DT 01-JUN-2002 (TrEMBLrel. 21, Last sequence update) 

DT 01-JUN-2002 (TrEMBLrel. 21, Last annotation update) 

DE AGR_C_3308p. 

GN AGR_C_3308. 

OS Agrobacterium tumefaciens (strain C58 / ATCC 33 970) . 

OC Bacteria; Proteobacteria ; Alphaproteobacteria; Rhizobiales; 

OC Rhizobiaceae; Rhizobium. 



OX NCBI_TaxID=176299; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=21608551; PubMed=11743194 ; 

RA Goodner B., Hinkle G. , Gattung S., Miller N. , Blanchard M. , 

RA Qurollo B., Goldman B.S., Cao Y. , Askenazi M. , Hailing C. , Mullin L. 

RA Houmiel K. , Gordon J., Vaudin M. , Iartchouk 0., Epp A., Liu F., 

RA Wollam C. , Allinger M., Doughty D. , Scott C. , Lappas C, Markelz B . , 

RA Flanagan C, Crowell C. , Gurson J., Lomo C, Sear C, Strub G., 

RA Cielo C, Slater S.; 

RT "Genome sequence of the plant pathogen and biotechnology agent 

RT Agrobacterium tumefaciens C58."; 

RL Science 294:2323-2328(2001). 

DR EMBL; AE008101; AAK87568.1; -. 

SQ SEQUENCE 38 AA; 4583 MW; 9D7E1BD01CDC0F78 CRC64; 



Query Match 12.8%; Score 5; DB 16; Length 38; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 32 KLLVL 36 

Mill 

Db 16 KLLVL 20 



RESULT 21 
Q9LB47 

ID Q9LB47 PRELIMINARY; PRT; 39 AA. 

AC Q9LB47; 

DT 01-OCT-2000 (TrEMBLrel . 15, Created) 

DT 01-OCT-2000 (TrEMBLrel. 15, Last sequence update) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 

DE Vacuolating cytotoxin (Fragment) . 

GN VACA. 

OS Helicobacter pylori (Campylobacter pylori) . 

OC Bacteria; Proteobacteria ; Epsilonproteobacteria ; Campylobacterales; 

OC Helicobacteraceae; Helicobacter. 

OX NCBI_TaxID=210; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=G21; 

RA Ji X., Telford J.L., Burroni D., Guidotti S., Pagliaccia C, 

RA Rayrat J.M. , Xu G . , Rappuoli R. ; 

RT "Allelic variation of vacA gene in the Chinese Helicobacter pylori." 

RL Submitted (FEB-1998) to the EMBL/ GenBank/ DDB J databases. 

DR EMBL; AF050405; AAF26587.1; -. 

DR InterPro; IPR003842; VacA. 

DR PRINTS; PRO 165 6; VACCYTOTOXIN . 

FT NON_TER 3 9 3 9 

SQ SEQUENCE 39 AA; 4308 MW; 18CA80FCE9D4C92C CRC64 ; 

Query Match 12.8%; Score 5; DB 2; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



QY 



1 SLALA 5 

Mill 



Db 



16 SLALA 20 



RESULT 22 
Q9UDI2 
ID 
AC 
DT 
DT 
DT 
DE 
OS 
OC 
OC 
OX 
RN 
RP 
RX 
RA 



RT 
RT 
RL 
DR 
FT 
FT 
FT 
FT 
SQ 



Created) 

Last sequence update) 
Last annotation update) 
3; NCF-3 (Fragments). 



Craniata ; Vertebrata ; Euteleostomi ; 
Catarrhini; Hominidae; Homo. 



Q9UDI2 PRELIMINARY; PRT; 39 AA. 

Q9UDI2; 

01-MAY-2000 (TrEMBLrel . 13, 
01-MAY-2000 (TrEMBLrel . 13, 
01-OCT-2000 (TrEMBLrel. 15, 
Neutrophil cytosolic factor 
Homo sapiens (Human) . 
Eukaryota; Metazoa; Chordata; 
Mammalia; Eutheria; Primates; 
NCBI_TaxID=9606; 
[1] 

SEQUENCE . 

MEDLINE=93277853; PubMed=8504 08 9 ; 
Kwong C.H., Malech H.L., Rotrosen D. , Leto T.L.; 
"Regulation of the human neutrophil NADPH oxidase by rho-related G- 
proteins . " ; 

Biochemistry 32:5711-5717(1993). 
HSSP; P25763; 1A4R. 



MW; 591520724F66E350 CRC64; 



NON TER 


1 


1 


NON CONS 


11 


12 


NON_CONS 


22 


23 


NON_TER 


39 


39 


SEQUENCE 


39 AA; 


4405 



Query Match 12.8%; Score 5; DB 4; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 
Matches 5; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 
Db 



17 LAALE 21 

Mill 

3 0 LAALE 34 



RESULT 23 
061645 

ID 061645 PRELIMINARY; PRT; 39 AA. 

AC 061645; 

DT 01-AUG-1998 (TrEMBLrel. 07, Created) 

DT 01-AUG-1998 (TrEMBLrel. 07, Last sequence update) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 

DE Alpha -tubulin (Fragment) . 

OS Aplysia californica (California sea hare) . 

OC Eukaryota; Metazoa; Mollusca; Gastropoda; Orthogastropoda; 

OC Apogastropoda; Heterobranchia; Euthyneura; Opisthobranchia; Anaspidea; 

OC Aplysioidea; Aplysiidae; Aplysia. 

OX NCBI_TaxID=6500 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RA Sung Y . J . , Zhu D . F . , Ambron R . T . ; 

RL Submitted (MAR-1998) to the EMBL/GenBank/DDB J databases. 

DR EMBL; AF055329; AAC12647.1; -. 

FT NON TER 1 1 



SQ SEQUENCE 39 M; 43 93 MW; 0D3A0EB3 0DFC29AF CRC64 ; 

Query Match 12.8%; Score 5; DB 5; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 
Qy 17 LAALE 21 

Mill 

Db 12 LAALE 16 



RESULT 24 
Q9ZXK1 

ID Q9ZXK1 PRELIMINARY; PRT; 3 9 AA. 

AC Q9ZXK1; 

DT 01-MAY-1999 (TrEMBLrel . 10, Created) 

DT 01-MAY-1999 (TrEMBLrel. 10, Last sequence update) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last annotation update) 

DE Orf24.5. 

OS Bacteriophage phi CTX. 

OC Viruses; dsDNA viruses, no RNA stage; Caudovirales ; Myoviridae. 

OX NCBI_TaxID=35343 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=phiCTX-c ; 

RA Hayashi T. ; 

RL Submitted (OCT-1997) to the EMBL/GenBank/DDBJ databases. 
RN [2] 

RP SEQUENCE FROM N.A. 

RC STRAIN=phiCTX-c ; 

RX MEDLINE=99157549; PubMed=10027959 ; 

RA Nakayama K. , Kanaya S., Ohnishi M . , Terawaki Y., Hayashi T.; 

RT "The complete nucleootide sequence of phiCTX, a cytotoxin- converting 

RT phage of Pseudomonas aeruginosa: implications for phage evoltion and 

RT horizontal gene taransfer via bacteriophage."; 

RL Mol. Microbiol. 31:399-419(1999). 

RN [3] 

RP SEQUENCE FROM N.A. 

RC STRAI N=phi CTX - c ; 

RX MEDLINE=90014160; PubMed=2507866 ; 

RA Hayashi T. , Kamio Y., Hishinuma F., Usami Y. , Titani K. , Terawaki Y.; 

RT "Pseudomonas aeruginosa cytotoxin; the nucleotide sequence of the gene 

RT and the mechanism of activation of the protoxin."; 

RL Mol. Microbiol. 3:861-868(1989). 

DR EMBL; AB008550; BAA36252.1; -. 

SQ SEQUENCE 39 AA; 4587 MW; C9100CE65CF14BBE CRC64 ; 

Query Match 12.8%; Score 5; DB 9; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 11 RERAR 15 

IIIM 

Db 27 RERAR 31 



RESULT 25 



Q9ZRY5 



ID 
AC 
DT 
DT 
DT 
DE 
GN 
OS 
OC 
OC 
OC 
OX 
RN 
RP 
RA 
RL 
DR 
KW 
FT 
FT 
SQ 



Q9ZRY5 
Q9ZRY5; 
01-MAY-1999 
01-MAY-1999 
01-DEC-2001 



PRELIMINARY ; 



PRT; 



39 AA. 



(TrEMBLrel . 10, Created) 
(TrEMBLrel. 10, Last sequence update) 
(TrEMBLrel . 19, Last annotation update) 
Phosphoribosylpyrophosphate amidotransf erase (Fragment) . 
PRAT . 

Prunus avium (Cherry) . 

Eukaryota; Viridiplantae; Streptophyta ; Embryophyta; Tracheophyta ; 
Spermatophyta ; Magnoliophyta ; eudicotyledons ; core eudicots; Rosidae; 
eurosids I; Rosales; Rosaceae; Amygdaloideae; Prunus. 
NCBI_TaxID=42229; 
[1] 

SEQUENCE FROM N.A. 

Kitts H.B., CouttS R.H.A.; 

Plant Mol. Biol. 40:531-531(1999). 

EMBL; AJ011797; CAA09786.1; -. 

Transferase . 

NON_TER 1 1 

NON_TER 3 9 39 

SEQUENCE 39 AA; 4244 MW; 06343203D5C3778F CRC64 ; 



Query Match 12.8%; 
Best Local Similarity 100.0% 
Matches 5; Conservative 



Score 5; DB 10; Length 39; 
Pred. No. 1.7e+03; 
0; Mismatches 0; Indels 



0 ; Gaps 



QY 
Db 



1 SLALA 5 

Mill 

11 SLALA 15 



RESULT 2 6 
Q9PXW1 

ID Q9PXW1 PRELIMINARY; PRT; 39 AA. 

AC Q9PXW1; 

DT 01-MAY-2000 (TrEMBLrel . 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 

DE REV regulatory protein (Fragment) . 

OS Simian immunodeficiency virus SIVmac. 

OC Viruses; Retroid viruses,- Retroviridae; Lentivirus. 

OX NCBI_TaxID=11711; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=93276581; PubMed=7684879 ; 

RA Benichou S., Venet A., Beyer C. , Tiollais P., Madaule P.; 

RT "Characterization of B-cell epitopes in the envelope glycoproteins of 

RT simian immunodeficiency virus . 11 ; 

RL Virology 194:870-874(1993). 

DR InterPro; IPR000625; REV_protein. 

DR Pfam; PF00424; REV; 1. 

SQ SEQUENCE 39 AA; 4892 MW; CB1C6F3 59A3D037D CRC64; 

Query Match 12.8%; Score 5; DB 15; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 
Db 



2 LALAD 6 

Mill 

23 LALAD 27 



RESULT 27 




Q8F6J1 




ID 


Q8F6J1 PRELIMINARY; 


PRT; 39 AA. 


AC 


Q8F6J1; 




DT 


01-MAR-2003 (TrEMBLrel . 


23, Created) 


DT 


01-MAR-2003 (TrEMBLrel . 


23, Last sequence update) 


DT 


01-MAR-2003 (TrEMBLrel . 


23, Last annotation update) 


DE 


Hypothetical protein. 




GN 


LA1315. 




OS 


Leptospira interrogans . 




OC 


Bacteria ; Spirochaetes ; 


Spirochaetales; Leptospiraceae; Leptospira 


OX 


NCBI TaxID=173; 




RN 


[1] 




RP 


SEQUENCE FROM N.A. 




RC 


STRAIN=56601 / Serogroup Icterohaemorrhagiae / Serovar lai; 


RA 


Ren S . ; 




RL 


Submitted (MAR-2002) to 


the EMBL / GenBank / DDB J databases. 


DR 


EMBL; AE011311; AAN48514 


.1; 


KW 


Hypothetical protein; Complete proteome. 


SQ 


SEQUENCE 39 AA; 4720 


MW; 2E6008943ADC3BF9 CRC64 ; 



Query Match 12.8%; Score 5; DB 16; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 


32 KLLVL 36 




Db 


Mill 
11 KLLVL 15 




RESULT 28 




Q8NHY1 




ID 


Q8NHY1 PRELIMINARY; PRT; 28 AA. 




AC 


Q8NHY1 ; 




DT 


01-OCT-2002 (TrEMBLrel. 22, Created) 




DT 


01-OCT-2002 (TrEMBLrel. 22, Last sequence update) 




DT 


01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 




DE 


Hepatic nuclear factor 4 alpha (Fragment) . 




GN 


HNF4A . 




OS 


Homo sapiens (Human) . 




OC 


Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 


Euteleostomi 


OC 


Mammalia; Eutheria; Primates; Catarrhini; Hominidae, 


Homo. 


OX 


NCBI TaxID=9606; 




RN 


[1] 




RP 


SEQUENCE FROM N.A. 




RX 


MEDLINE=21592951; PubMed=117173 95 ; 




RA 


Boj S.F., Parrizas M., Maestro M.A., Ferrer J. ; 




RT 


"A transcription factor regulatory circuit in differentiated 


RT 


pancreatic cells."; 




RL 


Proc. Natl. Acad. Sci. U.S.A. 98:14481-14486(2001). 




RN 


[2] 





RP SEQUENCE FROM N.A. 

RA Boj S.F., Parrizas M. , Ferrer J. ; 

RT "HNF4A expression in human pancreatic cells. "; 

RL Submitted (MAY-2002) to the EMBL/ GenBank / DDB J databases. 

DR EMBL; AF509467; AAM34296.1; -. 

FT NONJTER 28 28 

SQ SEQUENCE 28 AA; 3003 MW; 0F3 14BDCBC5D2 958 CRC64; 

Query Match 10.3%; Score 4; DB 4; Length 28; 

Best Local Similarity 100.0%; Pred. No. le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 11 RERA 14 

I I I I 

Db 15 RERA 18 



RESULT 29 
Q8MJG7 
ID 
AC 
DT 
DT 
DT 
DE 
OS 
OC 
OC 
OX 
RN 
RP 
RA 



RT 
RT 
RL 
DR 
DR 
DR 
FT 
FT 
SQ 



Created) 

Last sequence update) 
Last annotation update) 
1 member C2 (Fragment) . 



Euteleostomi ; 
Sus. 



Q8MJG7 PRELIMINARY; PRT; 28 AA. 

Q8MJG7 ; 

01-OCT-2002 (TrEMBLrel. 22, 
01-OCT-2002 (TrEMBLrel. 22, 
01-MAR-2003 (TrEMBLrel. 23, 
Aldo-keto reductase family 
Sus scrofa (Pig) . 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 
Mammalia; Eutheria; Cetartiodactyla; Suina; Suidae; 
NCBI_TaxID=9823; 
[1] 

SEQUENCE FROM N.A. 
Nonneman D . J . , Rohr er G . A . ; 
"Comparative mapping of a region on chromosome lOq containing QTL for 
reproduction in swine."; 

Submitted (JAN-2002) to the EMBL/ GenBank/ DDB J databases. 

EMBL; AF473815; AAM70050.1; -. 

InterPro; IPR001395; Aldo/ket_red . 

Pfam; PF00248; aldo_ket_red ; 1. 

NONJTER 1 1 

NONJTER 28 28 

SEQUENCE 28 AA; 3008 MW; D319BA9C0D27F7A4 CRC64 ; 



Query Match 10.3%; Score 4; DB 6; Length 28; 

Best Local Similarity 100.0%; Pred. No. le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



Qy 

Db 



18 AALE 21 

MM 

13 AALE 16 



RESULT 3 0 
Q95L33 

ID Q95L33 PRELIMINARY; PRT; 28 AA. 

AC Q95L33; 

DT 01-DEC-2001 (TrEMBLrel. 19, Created) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last sequence update) 



DT Ol-DEC-2001 (TrEMBLrel . 19, Last annotation update) 

DE Potassium chloride cotransporter SLC12A4 (Fragment) . 

GN SLC12A4 . 

OS Equus caballus (Horse) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Perissodactyla ; Equidae; Equus. 

OX NCBI_TaxID=9796; 

RN [1] 

RP SEQUENCE FROM N . A. 

RA Hanzawa K. , Lear T.L., Bailey E.; 

RT "Mapping of equine potassium chloride cotransporter (SLC12A4) and 

RT amino acid transporters (SLC7A10 and SLC7A9) and analysis for effect 

RT of polymorphism on osmotic fragility of red blood cells."; 

RL Submitted (SEP-2001) to the EMBL/GenBank/DDBJ databases. 

DR EMBL; AF425260; AAL18852.1; -. 

FT NON_TER 1 1 

FT NON_TER 28 28 

SQ SEQUENCE 28 AA; 3364 MW; F2D772124C232F5C CRC64; 



Query Match 10.3%; Score 4; DB 6; Length 28; 

Best Local Similarity 100.0%; Pred. No. le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 33 LLVL 36 

I I I I 

Db 12 LLVL 15 



RESULT 31 
P92760 

ID P92760 PRELIMINARY; PRT; 28 AA. 

AC P92760; 

DT 01-MAY-1997 (TrEMBLrel. 03, Created) 

DT 01-MAY-1997 (TrEMBLrel. 03, Last sequence update) 

DT 01-MAR-2002 (TrEMBLrel. 20, Last annotation update) 

DE NADH dehydrogenase subunit I (Fragment) . 

GN ND1 . 

OS Uromastyx acanthinura. 

OG Mitochondrion. 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Lepidosauria; Squamata; Iguania; Acrodonta; Agamidae; Uromastycinae; 

OC Uromastyx. 

OX NCBI_TaxID-52167; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=97153826; PubMed=9000757 ; 

RA Macey J.R. , Larson A., Ananj eva N.B., Fang Z., Papenfuss T. J. ; 

RT "Two novel gene orders and the role of light-strand replication in 

RT rearrangement of the vertebrate mitochondrial genome."; 

RL Mol. Biol. Evol. 14:91-104(1997). 

RN [2] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=97153820; PubMed=9000751 ; 

RA Macey J.R., Larson A., Ananjeva N.B., Papenfuss T.J.; 

RT "Replication slippage may cause parallel evolution in the secondary 

RT structures of mitochondrial transfer RNAs . " ; 

RL Mol. Biol. Evol. 14:30-39(1997). 



DR EMBL; U71325; AAC62247.1; -. 

KW Mitochondrion. 

FT NON_TER 1 1 

SQ SEQUENCE 28 AA; 3057 MW; 4 A3 7 F 1 1 E5 C4 EEDAE CRC64 ; 

Query Match 10.3%; Score 4; DB 8; Length 28; 

Best Local Similarity 100.0%; Pred. No. le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 17 LAAL 20 

I I I I 

Db 20 LAAL 23 



RESULT 32 
Q9QVC9 



ID 
AC 
DT 
DT 
DT 
DE 
OS 
OC 
OC 
OX 
RN 
RP 
RX 
RA 
RA 
RT 
RT 
RT 
RL 
DR 
DR 
DR 
FT 
FT 
SQ 



Q9QVC9 PRELIMINARY; PRT; 28 AA. 

Q9QVC9; 

01-MAY-2000 (TrEMBLrel. 13, Created) 

01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

01-JUN-2002 (TrEMBLrel. 21, Last annotation update) 

Glutathione S -transferase subunit YX, GST subunit YX (Fragment) . 

Rattus sp. 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Rodent ia; Sciurognathi; Muridae; Murinae; Rattus 
NCBI_TaxID=10118 ; 
[1] 

SEQUENCE. 

MEDLINE=92231842 ; PubMed=1567376 ; 

Igarashi T., Tsuchiya T. , Shikata Y. , Sagami F., Tagaya 0., Horie T. 
Satoh T. ; 

"Developmental aspects of a unique glutathione S-transf erase subunit 

Yx in the liver cytosol from rats with hereditary hyperbilirubinuria 

Comparison with rat fetal liver transferase subunit Yf etus . " ; 

Biochem. J. 283:307-311(1992). 

HSSP; P24472; 1GUK. 

InterPro; I PRO 04 04 5; GST_Nterm. 

Pfam; PF02798; GST_N; 1. 



N0N_TER 
N0N_TER 
SEQUENCE 



1 
28 
28 AA; 



1 
28 
3137 



MW; 2COCE25C09F0216F CRC64 ; 



Query Match 10.3%; 
Best Local Similarity 100.0%; 
Matches 4; Conservative 



Score 4; DB 11; Length 28; 
Pred. No. le+04; 
0; Mismatches 0; Indels 



0 ; Gaps 



Qy 
Db 



16 LLAA 19 

I I I I 
21 LLAA 24 



RESULT 33 
Q62677 

ID Q62677 PRELIMINARY; PRT; 28 AA. 

AC Q62677; 009145; 009065; 

DT 01-NOV-1996 (TrEMBLrel. 01, Created) 

DT 01-NOV-1996 (TrEMBLrel. 01, Last sequence update) 



DT 01-DEC-2001 (TrEMBLrel . 19, Last annotation update) 

DE Alpha -1 collagen type IV (Fragment) . 

GN C0L4A1 . 

OS Rattus norvegicus (Rat) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae; Rattus. 

OX NCBI_TaxID=10116; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=97107443; PubMed=8 950183 ; 

RA Grande J. P., Melder D.C., Kluge D.L., Wieben E.D.; 

RT "Structure of the rat collagen IV promoter."; 

RL Biochim. Biophys . Acta 1309:85-88(1996). 

RN [2] 

RP SEQUENCE FROM N.A. 

RA Grande J. P . , Haugen J . D . ; 

RL Submitted (JAN-1997) to the EMBL / GenBank/ DDB J databases. 

DR EMBL; U85606; AAB47426.1; 

KW Collagen. 

FT NON_TER 28 28 

SQ SEQUENCE 28 AA; 3113 MW; 96DFCAC74 1E078 09 CRC64; 



Query Match 10.3%; Score 4; DB 11; Length 28; 

Best Local Similarity 100.0%; Pred. No. le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



17 LAAL 20 

I I I I 
13 LAAL 16 



RESULT 34 
Q8TGQ9 

ID Q8TGQ9 PRELIMINARY; PRT; 29 AA. 

AC Q8TGQ9 ; 

DT 01-JUN-2002 (TrEMBLrel. 21, Created) 

DT 01-JUN-2002 (TrEMBLrel. 21, Last sequence update) 

DT 01-JUN-2002 (TrEMBLrel. 21, Last annotation update) 

DE Hypothetical 3.3 kDa protein. 

GN YNL103W-A. 

OS Saccharomyces cerevisiae (Baker's yeast). 

OC Eukaryota; Fungi; Ascomycota; Saccharomycotina; Saccharomycetes ; 

OC Saccharomycetales; Saccharomycetaceae ; Saccharomyces . 

OX NCBI_TaxID=4932; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE-21624570; PubMed=11753363 ; 

RA Kumar A. , Harrison P.M., Cheung K.H. , Lan N. # Echols N. , Bertone P., 

RA Miller P., Gerstein M.B., Snyder M. ; 

RT "An integrated approach for finding overlooked genes in yeast."; 

RL Nat. Biotechnol. 20:58-63(2002). 

DR EMBL; AF479929; AAL79242.1; 

KW Hypothetical protein. 

SQ SEQUENCE 29 AA; 3350 MW; EC03E8528B54DF2E CRC64 ; 



Query Match 10.3%; Score 4; DB 3; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1 . le+04 ,- 



Matches 



4; Conservative 



0; Mismatches 0; Indels 0; Gaps 



Qy 32 KLLV 35 

I I I I 

Db 26 KLLV 29 



RESULT 3 5 
Q9BR24 

ID Q9BR24 PRELIMINARY; PRT; 29 AA. 

AC Q9BR24; 

DT 01-JUN-2001 (TrEMBLrel. 17, Created) 

DT 01-OCT-2001 (TrEMBLrel. 18, Last sequence update) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last annotation update) 

DE DJ269M15.2 (Protein tyrosine phosphatase, receptor type, T {RPTPRHO, 

DE KIAA02 83)) (Fragment). 

GN PTPRT . 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606; 

RN [1] 

RP SEQUENCE FROM N.A. 

RA Lloyd D. ; 

RL Submitted (JUN-2001) to the EMBL/ GenBank/ DDB J databases. 

DR EMBL; AL021395; CAC24740.2; -. 

KW Receptor. 

FT NON_TER 2 9 2 9 

SQ SEQUENCE 29 AA; 2914 MW; AC6B6A4C94F4A38E CRC64 ; 

Query Match 10.3%; Score 4; DB 4; Length 29; 

Best Local Similarity 100.0%; Pred. No. l.le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 17 LAAL 20 

I I I I 

Db 4 LAAL 7 



RESULT 36 




Q9UBW6 




ID 


Q9UBW6 PRELIMINARY; PRT; 29 AA. 




AC 


Q9UBW6 ; 




DT 


01-MAY-2000 (TrEMBLrel. 13, Created) 




DT 


01-MAY-2000 (TrEMBLrel . 13, Last sequence update) 




DT 


01-OCT-2002 (TrEMBLrel. 22, Last annotation update) 




DE 


DR beta-3 protein (Fragment) . 




GN 


HLA-DRB3$0201 OR HLA-DRB3 $0101 OR HLA-DRB3$0301 . 




OS 


Homo sapiens (Human) . 




OC 


Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; 


Euteleostomi; 


OC 


Mammalia; Eutheria; Primates; Catarrhini; Hominidae 


; Homo . 


OX 


NCBI TaxID=9606; 




RN 


[1] 




RP 


SEQUENCE FROM N.A. 




RC 


TISSUE=B-cell; 




RX 


MEDLINE=93216303; PubMed-8462990 ; 




RA 


Louis P., Eliaou J.F., Kerlan-Candon S., Pinet V., 


Vincent R.D. , 



RA Clot J. ; 

RT "Polymorphism in the regulatory region of HLA-DRB genes correlating 

RT with haplotype evolution."; 

RL Immunogenetics 38:21-26(1993). 

RN [2] 

RP SEQUENCE FROM N.A. 

RA Kerlan-Candon S.; 

RL Submitted (APR-1992) to the EMBL/GenBank/DDBJ databases. 

DR EMBL; X65559; CAA46529.1, 

DR EMBL; X65558; CAA4 6528.1, 

DR EMBL; X65560; CAA46530.1 

FT NONJTER 2 9 29 

SQ SEQUENCE 29 AA; 2951 MW; 



2870A12FC80685DF CRC64 ; 



Query Match 10.3%; Score 4; DB 4; Length 29; 

Best Local Similarity 100.0%; Pred. No. l.le+04; 
Matches 4; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



Qy 

Db 



17 LAAL 20 

I I I I 
12 LAAL 15 



RESULT 37 
Q9UCW5 

ID Q9UCW5 PRELIMINARY; PRT; 29 AA. 

AC Q9UCW5 ; 

DT 01-MAY-2000 (TrEMBLrel . 13, Created) 

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update) 

DT 01-JUN-2000 (TrEMBLrel. 14, Last annotation update) 

DE 11 beta-hydroxysteroid dehydrogenase type 2 (Fragment) . 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=96064773 ; PubMed=75934 17 ; 

RA Wilson R.C., Harbison M.D., Krozowski Z.S., Funder J.W., 

RA Shackleton C.H., Hanauske-Abel H.M., Wei J.Q., Hertecant J., Moran A. 

RA Neiberger R.E.; 

RT "Several homozygous mutations in the gene for 11 beta-hydroxysteroid 

RT dehydrogenase type 2 in patients with apparent mineralocorticoid 

RT excess."; 

RL J. Clin. Endocrinol. Metab. 80:3145-3150(1995). 

SQ SEQUENCE 29 AA; 3407 MW; CE826368D0714C00 CRC64 ; 

Query Match 10.3%; Score 4; DB 4; Length 29; 

Best Local Similarity 100.0%; Pred. No. l.le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 



Qy 16 LLAA 19 

I I I I 

Db 5 LLAA 8 



RESULT 38 



Q9BM7 
ID 
AC 
DT 
DT 
DT 
DE 
OS 
OC 
OC 
OC 
OX 
RN 
RP 
RC 
RX 
RA 
RT 
RL 
DR 
KW 
FT 
FT 
SQ 



1 

Q9BM71 PRELIMINARY; PRT; 2 9 AA. 

Q9BM71; 

01-JUN-2001 (TrEMBLrel . 17, Created) 
01-JUN-2001 (TrEMBLrel. 17, Last sequence update) 
01-JUN-2001 (TrEMBLrel. 17, Last annotation update) 
LINE-like reverse transcriptase (Fragment) . 
Lasius niger. 

Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota; 
Neoptera; Endopterygota ; Hymenoptera; Apocrita; Aculeata; Formicidae; 
Formicinae; Lasius . 
NCBI_TaxID=67767 ; 
[1] 

SEQUENCE FROM N.A. 

TRANS POSON=LRT- LI retrotransposon ; 
MEDLINE=20570504; PubMed=11121049 ; 
Arkhipova I., Meselson M.; 

"Transposable elements in sexual and ancient asexual taxa . " ; 

Proc. Natl. Acad. Sci . U.S.A. 97:14473-14477(2000). 

EMBL; AY013922; AAG59907.1; 

RNA-directed DNA polymerase. 

NON_TER 1 1 

N0N_TER 29 2 9 

SEQUENCE 29 AA; 3060 MW; 6094F8E00837A33 6 CRC64 ; 



Query Match 10.3%; Score 4; DB 5; Length 29; 

Best Local Similarity 100.0%; Pred. No. l.le+04; 
Matches 4; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 4 LADD 7 

I I I I 

Db 18 LADD 21 



RESULT 39 
Q29891 

ID Q29891 PRELIMINARY; PRT; 29 AA. 

AC Q29891; 

DT 01-NOV-1996 (TrEMBLrel . 01, Created) 

DT 01-NOV-1996 (TrEMBLrel. 01, Last sequence update) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last annotation update) 

DE HLA-DRB protein (Fragment) . 

GN HLA-DRB. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae,- Homo. 

OX NCBI_TaxID=9606 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=93216303; PubMed=8462990 ; 

RA Louis P., Eliaou J.F., Kerlan-Candon S., Pinet V., Vincent R.D., 

RA Clot J. ; 

RT "Polymorphism in the regulatory region of the HLA-DRB genes 

RT correlating with ancestral haplotype evolution."; 

RL Immunogenetics 38:21-26(1993). 

DR EMBL; X65585; CAA46544.1; -. 

FT NON TER 2 9 2 9 



SQ SEQUENCE 29 AA; 2952 MW; 287F87E8CB7AF5DF CRC64; 



Query Match 10.3%; Score 4; DB 7; Length 29; 

Best Local Similarity 100.0%; Pred. No. l.le+04 ; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I I I 

Db 26 LALA 2 9 



RESULT 4 0 
019668 

ID 019668 PRELIMINARY; PRT; 29 AA. 

AC 019668; 

DT 01-JAN-1998 (TrEMBLrel . 05, Created) 

DT 01-JAN-1998 (TrEMBLrel. 05, Last sequence update) 

DT 01-DEC-2001 (TrEMBLrel. 19, Last annotation update) 

DE HLA-DRB4$0101 protein (Fragment) . 

GN HLA-DRB4$0101. 

OS Homo sapiens (Human) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; . 

OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 

OX NCBI_TaxID=9606; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC TISSUE=B-cell; 

RA Louis P. ; 

RL Submitted (APR-1992) to the EMBL/ GenBank/DDB J databases. 

DR EMBL; X65567; CAA4 653 6.1; -. 

FT NON_TER 29 2 9 

SQ SEQUENCE 29 AA; 2862 MW; 286 0BAE8CB6685DF CRC64 ; 

Query Match 10.3%; Score 4; DB 7; Length 29; 

Best Local Similarity 100.0%; Pred. No. l.le+04; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I I I 

Db 26 LALA 29 



Search completed: January 14,. 2004, 10:42:28 
Job time : 44.1589 sees 



GenCore version 5.1.6 
Copyright (c) 1993 - 2004 Compugen Ltd. 



OM protein- - protein search, using sw model 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



Searched: 
Word size : 



January 14, 2004, 10:28:19 ; Search time 6.43925 Seconds 

(without alignments) 
284.822 Million cell updates/sec 

US-09-843-221A-170 
39 

1 SLALADDAAFRERARLLAALERRHWLNSYMHKLLVLDAP 39 
OLIGO 

Gapop 60.0 , Gapext 60.0 
127863 seqs, 47026705 residues 
0 



Total number of hits satisfying chosen parameters: 1319 

Minimum DB seq length: 28 
Maximum DB seq length: 4 0 

Post-processing: Listing first 1000 summaries 

Database : SwissProt_41 : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 



Result 



Query 



No. 


Score 


Match Length DB 


ID 


Description 


1 


5 


12. 


.8 


31 


1 


PETL_ARATH 


P56776 


arabidopsis 


2 


5 


12 . 


.8 


31 


1 


PETL_BETVU 


P46612 


beta vulgar 


3 


5 


12. 


.8 


31 


1 


PETL_MAIZE 


P19445 


zea mays (m 


4 


5 


12. 


.8 


31 


1 


PETL_OENHO 


Q9mtk4 


Oenothera h 


5 


5 


12. 


.8 


31 


1 


PETL_ORYSA 


P12180 


oryza sativ 


6 


5 


12. 


.8 


31 


1 


PETL_PSINU 


Q8wi03 


psilotum nu 


7 


5 


12. 


.8 


31 


1 


PETL_SPIOL 


Q9m310 


spinacia ol 


8 


5 


12. 


.8 


31 


1 


PETL__TOBAC 


P12181 


nicotiana t 


9 


5 


12. 


.8 


31 


1 


PETL_WHEAT 


P58247 


triticum ae 


10 


5 


12, 


.8 


37 


1 


REV_SIVM2 


P08809 


simian immu 


11 


4 


10. 


.3 


28 


1 


PA22_MICNI 


P21791 


micrurus ni 


12 


4 


10. 


.3 


28 


1 


PETL_CYAPA 


P48102 


cyanophora 


13 


4 


10, 


.3 


29 


1 


PETN_GUITH 


078498 


guillardia 


14 


4 


10, 


.3 


29 


1 


PETN_ODOSI 


P49527 


odontella s 


15 


4 


10, 


.3 


29 


1 


PETN_SKECO 


096807 


skeletonema 


16 


4 


10, 


.3 


31 


1 


PETN_CYACA 


Q9tlr6 


cyanidium c 


17 


4 


10. 


.3 


31 


1 


PSAM CHLVU 


P56314 


chlorella v 



18 


4 


10 . 


3 


31 


1 


PSAM SYNY3 


P72986 


synechocyst 


19 


4 


10 . 


3 


32 


1 


PSBZ EUGST 


Q8S189 


euglena ste 


20 


4 


10 . 


3 


33 


1 


PBAN LYMDI 


P43511 


lymantria d 


21 


4 


10 . 


3 


33 


1 


YC12 MARPO 


P31560 


mar chant ia 


22 


4 


10 . 


3 


35 


1 


PETG~CYACA 


Q9tlq9 


cyanidium c 


23 


4 


10 . 


, 3 


36 


1 


PYY RAJRH 


P29206 


raja rhina 


24 


4 


10 . 


, 3 


37 


1 


DIU1 TENMO 


P56618 


tenebrio mo 


25 


4 


10 . 


, 3 


37 


1 


RK36~NEP0L 


Q9tl26 


nephroselmi 


26 


4 


10 . 


3 


38 


1 


CPRP CANPG 


P81033 


cancer pagu 


27 


4 


10 . 


, 3 


39 


1 


GVPC _ SPICC 


P81000 


spirulina s 


28 


4 


10 . 


. 3 


39 


1 


NPF MONEX 


P41967 


moniezia gx 


29 


4 


10 . 


, 3 


39 


1 


PHRI BACSU 


031492 


bacillus su 


30 


4 


10 . 


. 3 


40 


1 


THIO~CLOSG 


P81108 


Clostridium 


31 


4 


10 . 


. 3 


40 


1 


UC11 MAIZE 


P80617 


zea mays (m 


32 


3 


7 . 


. 7 


28 


1 


CH60 MYCSM 


P80673 


mycobacteri 


33 


3 


7 , 


, 7 


28 


1 


MAAI RAT 


P57113 


rattus norv 


34 


3 


7 . 


1 1 


28 


1 


OBP1 HYSCR 


P81647 


hystrix cri 


35 


3 


7 . 


t 7 


28 


1 


ORND PLAOR 


P25513 


placobdella 


36 


3 


7 , 


. 7 


28 


1 


SMS2 ORENI 


P81029 


or eochromi s 


37 


3 


7 . 


. 7 


28 


1 


VIP ALLMI 


P48142 


alligator m 


38 


3 


7 . 


. 7 


28 


1 


VIP DIDMA 


P39089 


didelphis m 


39 


3 


7 , 


. 7 


28 


1 


VIP RANRI 


P81016 


rana ridibu 


40 


3 


7 . 


. 7 


28 


1 


VIP SCYCA 


P09685 


scyliorhinu 


41 


3 


7 , 


. 7 


28 


1 


VIP SHEEP 


P04565 


ovis aries 


42 


3 


7 , 


. 7 


28 


1 


Y16P BPT4 


P39248 


bacteriopha 


43 


3 


7 , 


. 7 


29 


1 


ATP 9 PI CP J 


Q06838 


pichia pijp 


44 


3 


7 , 


. 7 


29 


1 


ATPA~BRYMA 


P26965 


bryopsis ma 


45 


3 


7 


. 7 


29 


1 


CERB CERCA 


P36191 


ceratitis c 


46 


3 


7 


. 7 


29 


1 


GALA ALLMI 


P47215 


alligator m 


47 


3 


7 


. 7 


29 


1 


GALA AMICA 


P47214 


amia calva 


48 


3 


7 


. 7 


29 


1 


GALA CHICK 


P30802 


gallus gall 


49 


3 


7 


. 7 


29 


1 


GALA ONCMY 


P47213 


oncorhynchu 


50 


3 


7 


. 7 


29 


1 


GALA RANRI 


P47216 


rana ridibu 


51 


3 


7 


, 7 


29 


1 


GALA SHEEP 


P31234 


ovis aries 


52 


3 


7 


. 7 


29 


1 


HOXY RHOOP 


P22660 


rhodococcus 


53 


3 


7 


. 7 


29 


1 


HS98~NEUCR 


P31540 


neurospora 


54 


3 


7 


. 7 


29 


1 


KDPF ECOLI 


P36937 


escherichia 


55 


3 


7 


. 7 


29 


1 


PETN ANASP 


Q913p6 


anabaena sp 


56 


3 


7 


. 7 


29 


1 


PETN ARATH 


P12178 


arabidoosis 


57 


3 


7 


. 7 


29 


1 


PETN CYAPA 


P48258 


cyanophora 


58 


3 


7 


. 7 


29 


1 


PETN MAIZE 


Q33302 


zea mays (m 


59 


3 


7 


. 7 


29 


1 


PETN MARPO 


P12177 


marchant ia 


60 


3 


7 


. 7 


29 


1 


PETN PI NTH 


P41611 


pinus thunb 


61 


3 


7 


. 7 


29 


1 


PETN PORPU 

JL 1_J X 1,11 J- J- w 


P51276 


nnmhvra mi 


62 


3 


7 


. 7 


29 


1 


PETN PSINU 


08wi23 

^/ \J VV -L. £a 


Ti^ i 1 ntum mi 

f-* lj J — LV_SL*LAlll i- A L/l 


63 


3 


7 


. 7 


29 


1 


PETN SYNY3 


P72717 


synechocyst 


64 


3 


7 


. 7 


29 


1 


PSAM GUITH 


078448 


guillardia 


65 


3 


7 


. 7 


29 


1 


PSAX SYNVU 


P23320 


svnechococc 


vj D 




7 


t 7 




i 

-L 






r* 1 ncf ri Hi nm 

V — LUO ti XLi-L LiLLL 


67 


3 


7 


.7 


29 


1 


SODC~OLEEU 


P80740 


olea europa 


68 


3 


7 


.7 


29 


1 


TL16_SPIOL 


P81834 


spinacia ol 


69 


3 


7 


.7 


29 


1 


Y15_BPT7 


P03792 


bacteriopha 


70 


3 


7 


.7 


29 


1 


YCXC_ODOSI 


P49838 


odontella s 


71 


3 


7 


.7 


30 


1 


AATC RABIT 


P12343 


oryctolagus 


72 


3 


7 


.7 


30 


1 


CALM_LYTPI 


P05935 


lytechinus 


73 


3 


7 


.7 


30 


1 


CIRA_CHAPA 


P56871 


chassalia p 


74 


3 


7 


.7 


30 


1 


CY07 VIOOD 


P58439 


viola odora 



75 


3 


7 . 


7 


30 


1 


DEF2_MACMU 


P82317 


macaca mula 


76 


3 


7. 


7 


30 


1 


DMS3_PHYSA 


P80279 


phyllomedus 


77 


3 


7. 


7 


30 


1 


FMBB_BACNO 


P17829 


bacteroides 


78 


3 


7 . 


7 


30 


1 


HETA RADMA 


P58691 


radianthus 


79 


3 


7 . 


7 


30 


1 


ITI1_LAGLE 


P26771 


lagenaria 1 


80 


3 


7 . 


7 


30 


1 


ITR1_CITLA 


P11969 


citrullus 1 


81 


3 


7 . 


7 


30 


1 


ITR1 MOMCH 


P10294 


momordica c 


82 


3 


7 . 


7 


30 


1 


OTCC_AERPU 


P11726 


aeromonas p 


83 


3 


7 . 


7 


30 


1 


PCG1 PACGO 


P82414 


pachycondyl 


84 


3 


7 . 


7 


30 


1 


PCG2_PACGO 


P82415 


pachycondyl 


85 


3 


7 . 


7 


30 


1 


PCG3_PACGO 


P82416 


pachycondyl 


86 


3 


7 . 


7 


30 


1 


PMGY CANAL 


P82612 


Candida alb 


87 


3 


7 . 


7 


30 


1 


PRT1_CLUPA 


P02335 


clupea pall 


88 


3 


7 . 


7 


30 


1 


PSAM_MESVI 


Q9mus2 


mesostigma 


89 


3 


7 . 


7 


30 


1 


PSAM ODOSI 


P49487 


odontella s 


90 


3 


7 . 


,7 


30 


1 


RIPS_MOMCO 


P20655 


momordica c 


91 


3 


7, 


.7 


30 


1 


RL18_HALCU 


P05970 


halobacteri 


92 


3 


7 . 


, 7 


30 


1 


SDHA CLOPR 


P80212 


Clostridium 


93 


3 


7 . 


. 7 


30 


1 


UP62 UPEIN 


P82038 


uperoleia i 


94 


3 


7 . 


, 7 


30 


1 


UREl_ECOLI 


Q03284 


escherichia 


95 


3 


7 . 


. 7 


30 


1 


VATN_BOVIN 


P81134 


bos taurus 


96 


3 


7. 


.7 


30 


1 


VG03_BPPF1 


P25137 


bacteriopha 


97 


3 
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ALIGNMENTS 



RESULT 1 
PETL_ARATH 

ID PETL_ARATH STANDARD; PRT; 31 AA. 

AC P56776; 

DT 30-MAY-2000 (Rel . 39, Created) 

DT 30-MAY-2000 (Rel. 39, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 

DE petL) . 

GN PETL OR ATCG00590. 

OS Arabidopsis thaliana (Mouse-ear cress) . 

OG Chloroplast . 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; 

OC Spermatophyta; Magnoliophyta; eudicotyledons ; core eudicots; Rosidae; 

OC eurosids II; Brassicales; Brassicaceae; Arabidopsis. 

OX NCBI_TaxID=3702; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN-cv. Columbia; 

RX MEDLINE=20039611; PubMed=10574454 ; 

RA Sato S., Nakamura Y., Kaneko T. , Asamizu E., Tabata S.; 

RT "Complete structure of the chloroplast genome of Arabidopsis 

RT thaliana."; 

RL DNA Res. 6:283-290(1999). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I , AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHI C GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX. 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated. 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 



CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AP000423; BAA84403.1; -. 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL. 

SQ SEQUENCE 31 AA; 3401 MW; BEE42 95D2F2B854F CRC64; 

Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAAL 2 0 

Mill 

Db 11 LLAAL 15 

RESULT 2 
PETL_BETVU 

ID PETL_BETVU STANDARD; PRT; 31 AA. 

AC P46612; 

DT 01-NOV-1995 (Rel. 32, Created) 

DT 01-NOV-1995 (Rel. 32, Last sequence update) 

DT • 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 

DE petL) . 

GN PETL . 

OS Beta vulgaris (Sugar beet) . 

OG Chloroplast. 

OC Eukaryota; Viridiplantae; Streptophyta ; Embryophyta; Tracheophyta; 

OC Spermatophyta ; Magnoliophyta ; eudi cotyledons ; core eudicots; 

OC Caryophyllidae; Caryophy Hales ; Chenopodiaceae; Beta. 

OX NCBI_TaxID=161934 ; 

RN [1] 

RP SEQUENCE FROM N. A. 

RC STRAIN=cv. Altissima; TISSUE=Leaf; 

RA Ran Z., Michaelis G.; 

RT "Mapping of a chloroplast RFLP marker associated with the CMS 

RT cytoplasm of sugar beet (Beta vulgaris) . " ; 

RL Theor. Appl . Genet. 91:836-840(1995). 

RN [2] 

RP SEQUENCE FROM N.A. 

RC STRAIN=cv. TK81-0; TISSUE=Leaf; 

RX MEDLINE=95254673; PubMed=7736615 ; 

RA Kubo T., Yanai Y., Kinoshita T. , Mikami T. ; 

RT "The chloroplast trnP-trnW-petG gene cluster in the mitochondrial 

RT genomes of Beta vulgaris, B. trigyna and B. webbiana: evolutionary 

RT aspects . " ; 

RL Curr. Genet. 27:285-289(1995). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I, AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX. 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated. 



CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; X-87637; CAA60970.1; -. 

DR EMBL; D38019; BAA07217.1; -. 

DR EMBL; X87636; CAA60965.1; -. 

DR PIR; T14568; T14568. 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane ; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL. 

SQ SEQUENCE 31 AA; 3400 MW; BEE42 94AF46F754F CRC64; 



Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAAL 2 0 

Mill 

Db 11 LLAAL 15 



RESULT 3 
PETL_MAIZE 

ID PETLJVIAIZE STANDARD; PRT; 31 AA. 

AC P19445; 

DT 01-FEB-1991 (Rel . 17, Created) 

DT 01-FEB-1991 (Rel. 17, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 

DE petL) . 

GN PETL . 

OS Zea mays (Maize) . 

OG Chloroplast. 

OC Eukaryota; Viridiplantae; Streptophyta ; Embryophyta; Tracheophyta ,- 

OC Spermatophyta ; Magnoliophyta; Liliopsida; Poales; Poaceae; 

OC PACCAD clade; Panicoideae; Andropogoneae; Zea. 

OX NCBI_TaxID=4577; 

RN [1] 

RP SEQUENCE FROM N.A. 

RA Haley J., Bogorad L.; 

RL Submitted (MAY-1989) to the EMBL/ GenBank / DDB J databases. 

RN [2] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=95395841; PubMed=76664 15 ; 

RA Maier R.M., Neckermann K. , Igloi G.L. , Koessel H. ; 

RT "Complete sequence of the maize chloroplast genome: gene content, 

RT hotspots of divergence and fine tuning of genetic information by 

RT transcript editing."; 



RL J. Mol. Biol. 251:614-628(1995). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I, AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX. 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated. 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; J04502; AAA84479.1; -. 

DR EMBL; X86563; CAA60303.1; 

DR PIR; S58569; S58569. 

DR MaizeDB; 69195; 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL. 

SQ SEQUENCE 31 AA; 3456 MW; 0AE4294FA7E8B48E CRC64; 

Query Match 12.8%; Score 5; DB 1 ; - Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLAAL 20 

Mill 

Db 11 LLAAL 15 

RESULT 4 
PETL_OENHO 

ID PETL_OENHO STANDARD; PRT; 31 AA. 

AC Q9MTK4 ; 

DT 16-OCT-2001 (Rel . 40, Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 

DE petL) . 

GN PETL . 

OS Oenothera hookeri (Hooker's evening primrose) . 

OG Chloroplast . 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; 

OC Spermatophyta; Magnoliophyta ; eudicotyledons ; core eudicots; Rosidae; 

OC eurosids II; Myrtales; Onagraceae; Oenothera. 

OX NCBI_TaxID-85636; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN-cv. Johansen; 

RX MEDLINE=20309318; PubMed-10852478 ; 



RA Hupfer H. , Swiatek M. , Hornung S., Herrmann R.G., Maier R.M. , 

RA Chiu W.-L., Sears B.; 

RT "Complete nucleotide sequence of the Oenothera elata plastid 

RT chromosome, representing plastome I of the five distinguishable 

RT Euoenothera pi as tomes . " ; 

RL Mol. Gen. Genet. 263:581-585(2000). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I, AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX 

CC (By similarity) . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane -associated (By 
CC similarity) . 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AJ271079; CAB67175.1; -. 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL . 

SQ SEQUENCE 31 AA; 3415 MW; A015C65D2F325493 CRC64; 



Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAAL 20 

Mill 

Db 11 LLAAL 15 



RESULT 5 
PETL_ORYSA 

ID PETL_ORYSA STANDARD; PRT; 31 AA. 

AC P12180; 

DT 01-OCT-1989 (Rel . 12, Created) 

DT 01-OCT-1989 (Rel. 12, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 
DE petL) . 
GN PETL . 

OS Oryza sativa (Rice) . 
OG Chloroplast. 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta ; 
OC Spermatophyta; Magnoliophyta; Liliopsida; Poales; Poaceae; 
OC Ehrhartoideae; Oryzeae; Oryza. 
OX NCBI_TaxID=453 0; 



RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=cv. Nipponbare; 

RX MEDLINE=89364698; PubMed=2770692 ; 

RA Hiratsuka J., Shimada H. , Whittier R. , Ishibashi T. , Sakamoto M. , 

RA Mori M . , Kondo C. , Hon j i Y. , Sun C.-R., Meng B.-Y., Li Y.-Q., 

RA Kanno A. , Nishizawa Y., Hirai A., Shinozaki K. , Sugiura M.; 

RT "The complete sequence of the rice (Oryza sativa) chloroplast genome: 

RT intermolecular recombination between distinct tRNA genes accounts for 

RT a major plastid DNA inversion during the evolution of the cereals."; 

RL Mol. Gen. Genet. 217:185-194(1989). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I, AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX. 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated. 

CC -!- SIMILARITY: Belongs to the petL family.' 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; X15901; CAA33966.1; 

DR PIR; S05124; S05124 . 

DR Gramene; P12180; -. 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane ; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL. 

SQ SEQUENCE 31 AA; 3442 MW; BEE42 94FBC84B0C2 CRC64 ; 

Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAAL 2 0 

Mill 

Db 11 LLAAL 15 



RESULT 6 
PETL_PSINU 

ID PETL_PSINU STANDARD; PRT; 31 AA. 

AC Q8WI03; 

DT 28-FEB-2003 (Rel . 41, Created) 

DT 28-FEB-2003 (Rel. 41, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 
DE petL) . 
GN PETL . 

OS Psilotum nudum (Whisk fern) . 



OG Chloroplast. 

OC Eukaryota; Viridiplantae; Streptophyta ; Embryophyta; Tracheophyta; 

OC Psilotophyta; Psilotales; Psilotaceae; Psilotum. 

OX NCBI_TaxID=324 0; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN-Kingyoku ; 

RA Wakasugi T. , Nishikawa A., Yamada K. , Sugiura M.; 

RT "Complete nucleotide sequence of the chloroplast genome from a fern, 

RT Psilotum nudum. " ; 

RL Submitted (JAN-2002) to the EMBL/ GenBank/ DDB J databases. 

CC -!- FUNCTION: The cytochrome b6-f complex functions in the linear 
CC cross -membrane transport of electrons between photosystem II and 

CC I , as well as in cyclic electron flow around photosystem I. PetL 

CC is important for photoautotrophic growth as well as for electron 

CC transfer efficiency and stability of the cytochrome b6-f complex. 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated (By 
CC similarity) . 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AP004638; BAB84234.1; -. 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Respiratory chain; Transmembrane; Thylakoid ; 

KW Chloroplast. 

SQ SEQUENCE 31 AA; 3392 MW; 84D427FB6FDCC51B CRC64 ; 

Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAAL 20 

Mill 

Db 11 LLAAL 15 

RESULT 7 
PETL_SPIOL 

ID PETL_SPIOL STANDARD; PRT; 31 AA. 

AC Q9M3L0; 

DT 16-OCT-2001 (Rel. 40, Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 

DE petL) . 

GN PETL. 

OS Spinacia oleracea (Spinach) . 

OG Chloroplast. 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; 



OC Spermatophyta; Magnoliophyta ; eudicotyledons ; core eudicots; 

OC Caryophyllidae; Caryophyllales ; Chenopodiaceae; Spinacia. 

OX NCBI_TaxID=3562 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=cv. Geant d'hiver, and cv. Monatol; 

RX MEDLINE=21187424; PubMed=11292076 ; 

RA Schmitz-Linneweber C, Maier R.M., Alcaraz J. -P., Cottet A., 

RA Herrmann R.G., Mache R.; 

RT "The plastid chromosome of spinach (Spinacia oleracea) : complete 

RT nucleotide sequence and gene organization."; 

RL Plant Mol. Biol. 45:307-315(2001). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I , AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX 

CC (By similarity) . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated (By 
CC similarity) . 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AJ400848; CAB88746.1; -. 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL. 

SQ SEQUENCE 31 AA; 3390 MW; BEE4294AF46C457C CRC64; 

Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAAL 2 0 

Db 11 LLAAL 15 



RESULT 8 
PETLJTOBAC 

ID PETL_TOBAC STANDARD; PRT; 31 AA. 

AC P12181; 

DT 01-OCT-1989 (Rel . 12, Created) 

DT 01-OCT-1989 (Rel. 12, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 
DE petL) . 
GN PETL. 



OS Nicotiana tabacum (Common tobacco) . 

OG Chloroplast. 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta ; 

OC Spermatophyta; Magnoliophyta ; eudicotyledons ; core eudicots; 

OC Asteridae; lamiids; Solanales; Solanaceae; Nicotiana. 

OX NCBIJTaxI D=4 097; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=cv. Bright Yellow 4; 

RA Shinozaki K. , Ohme M. , Tanaka M . , Wakasugi T. , Hayashida N. , 

RA Matsubayashi T., Zaita N. , Chunwongse J., Obokata J., 

RA Yamaguchi -Shinozaki K. , Ohto C, Torazawa K. , Meng B.-Y., Sugita M. , 

RA Deno H. , Kamogashira T., Yamada K. , Kusuda J., Takaiwa F., Kato A., 

RA Tohdoh N., Shimada H. , Sugiura M. ; 

RT "The complete nucleotide sequence of the tobacco chloroplast genome; 

RT its gene organization and expression."; 

RL EMBO J. 5:2043-2049(1986). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I , AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF' THE CYTOCHROME B6-F COMPLEX. 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated. 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; Z00044; CAA77419.1; -. 

DR HAMAP; MF_00433; -; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL. 

SQ SEQUENCE 31 AA; 3389 MW; BEE4294FA4364493 CRC64 ; 

Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 16 LLAAL 20 

Mill 

Db 11 LLAAL 15 

RESULT 9 
PETL_WHEAT 

ID PETL_WHEAT STANDARD; PRT; 31 AA. 

AC P58247; 

DT 16-OCT-2001 (Rel . 40, Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 



DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 

DE petL) . 

GN PETL . 

OS Triticum aestivum (Wheat) . 

OG Chloroplast. 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta; 

OC Spermatophyta; Magnoliophyta; Liliopsida; Poales; Poaceae; Pooideae; 

OC Triticeae; Triticum. 

OX NCBI_TaxID=4565; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=cv. Chinese Spring; 

RA Ogihara Y. , Isono K. , Ko j ima T. , Endo A., Hanaoka M. , Shiina T. , 

RA Terachi T., Utsugi S., Murata M . , Mori N. , Takumi S., Ikeo K. , 

RA Gojobori T., Murai R. , Murai K. , Matsuoka Y. , Ohnishi Y . , Ta j iri H., 

RA Tsunewaki K. ; 

RT "Chinese spring wheat (Triticum aestivum L.) chloroplast genome: 

RT complete sequence and contig clones."; 

RL Plant Mol. Biol. Rep. 18:243-253(2000). 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I , AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX 

CC (By similarity) . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated (By 
CC similarity) . 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AB042240; BAB47051.1; -. 

DR HAMAP; MF_00433; 1. 

DR Pfam; PF05115; PetL; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Transmembrane; 

KW Thylakoid. 

FT TRANSMEM 4 24 POTENTIAL. 

SQ SEQUENCE 31 AA; 3426 MW; BEE42 94AF7BDB4 93 CRC64; 

Query Match 12.8%; Score 5; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.8e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLAAL 20 

Mill 

Db 11 LLAAL 15 

RESULT 10 
REV_SIVM2 

ID REV_SIVM2 STANDARD; PRT; 37 AA. 



AC P08809; 

DT 01-NOV-1988 (Rel . 09, Created) 

DT 01-NOV-1988 (Rel. 09, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE REV protein (Ant i- repress ion transactivator protein) (ART/TRS) 

DE (Fragment) . 

GN REV. 

OS Simian immunodeficiency virus (Mm251 isolate) (SIV-MAC) . 

OC Viruses; Retroid viruses; Retroviridae; Lentivirus. 

OX NCBI_TaxID=11734 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=88122665; PubMed=2893293 ; 

RA Kestler H.W., Li Y., Naidu Y.M., Butler C.V. , Ochs M.F., Jaenel G. , 

RA King N.W. , Daniel M.D., Desrosiers R.C.; 

RT "Comparison of simian immunodeficiency virus isolates."; 

RL Nature 331:619-622(1988). 

CC -!- FUNCTION: REV APPEARS TO ACT POST-TRANSCRI PTIONALLY TO RELIEVE 

CC NEGATIVE REPRESSION OF GAG AND ENV PRODUCTION. 

CC -!- SUBCELLULAR LOCATION: Nuclear; accumulates in the nucleoli. 

CC -!- PTM: PHOSPHOPROTEIN WHOSE STATE OF PHOSPHORYLATION IS MEDIATED 

CC BY A SPECIFIC SERINE KINASE ACTIVITY PRESENT IN THE NUCLEUS. 

CC -!- MISCELLANEOUS: THIS IS A MACAQUE ISOLATE. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; X06879; -; N0T__ANN0TATED_CDS . 

DR HIV; X06879; REV$MM251. 

DR InterPro; IPR000625; REV_protein. 

DR Pfam; PF00424; REV; 1. 

KW Transcription regulation; AIDS; Phosphorylation; Nuclear protein. 

FT N0N_TER 1 1 

FT N0N_TER 37 37 

SQ SEQUENCE 37 AA; 4633 MW; 059C3 15CC56C5583 CRC64 ; 

Query Match 12.8%; Score 5; DB 1; Length 37; 

Best Local Similarity 100.0%; Pred. No. 2.1e+02; 

Matches 5; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 2 LALAD 6 

Mill 

Db 28 LALAD 32 

RESULT 11 
PA22_MICNI 

ID PA22_MICNI STANDARD; PRT; 28 AA. 

AC P21791; 

DT 01-MAY-1991 (Rel. 18, Created) 

DT 01-MAY-1991 (Rel. 18, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 



DE Phospholipase A2 isozyme 2 (EC 3.1.1.4) (Phosphatidylcholine 

DE 2-acylhydrolase) (Fragment) . 

OS Micrurus nigrocinctus (Central American coral snake) (Gargantilla) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Lepidosauria; Squamata; Scleroglossa ; Serpentes; Colubroidea; 

OC Elapidae; Elapinae; Micrurus. 

OX NCBI_TaxID=8635; 

RN [1] 

RP SEQUENCE . 

RC TISSUE=Venom ; 

RA Mochca -Morales J. , Martin B.M. , Zamudio F.Z., Possani L.D.; 

RT "Isolation and characterization of three toxic phospholipases from 

RT the venom of the coral snake Micrurus nigrocinctus."; 

RL Toxicon 28:616-617(1990). 

CC -!- FUNCTION: PA2 catalyzes the calcium- dependent hydrolysis of the 2- 
CC acyl groups in 3-sn-phosphoglycerides . Inhibits neuromuscular 

CC transmission by blocking acetylcholine release from the nerve 

CC termini. Acts presynaptically . 

CC -!- CATALYTIC ACTIVITY: Phosphatidylcholine + H(2)0 = 1- 

CC acylglycerophosphocholine + a fatty acid anion. 

CC -!- COFACTOR: Binds 1 calcium ion per subunit (By similarity). 

CC -!- SUBCELLULAR LOCATION: Secreted. 

CC -!- SIMILARITY: BELONGS TO THE PHOSPHOLIPASE A2 FAMILY. GROUP I 

CC SUBFAMILY. 

DR PIR; B35948; B35948 . 

DR HSSP; P15445; 1A3D. 

DR InterPro; IPR001211; PhospholipaseA2 . 

DR Pfam; PF00068; phoslip; 1. 

DR ProDom; PD0003 03; Phosphol ipaseA2 ; 1. 

DR PROSITE; PS00119; PA2_ASP; PARTIAL. 

DR PROSITE; PS00118; PA2_HIS; PARTIAL. 

KW Hydrolase; Lipid degradation; Calcium; Toxin; Neurotoxin; 

KW Presynaptic neurotoxin; Multigene family. 

FT NON_TER 28 28 

SQ SEQUENCE 28 AA; 3373 MW; 6979B52DF2D718BC CRC64 ; 

Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 23 RHWL 26 

I I I I 

Db 15 RHWL 18 

RESULT 12 
PETL_CYAPA 

ID PETL_CYAPA STANDARD; PRT; 28 AA. 

AC P48102; 

DT 01-FEB-1996 (Rel . 33, Created) 

DT 01 -FEB- 1996 (Rel. 33, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VI (Cytochrome b6f complex subunit 

DE petL) . 

GN PETL . 

OS Cyanophora paradoxa . 

OG Cyanelle. 



OC Eukaryota ; Glaucocys tophyceae ; Cyanophoraceae ; Cyanophora . 

OX NCBI_TaxID=2762 ; 

RN [1] 

RP SEQUENCE FROM N. A. 

RC STRAIN=UTEX LB 555 / Pringsheim; 

RA Stirewalt V.L., Michalowski C.B., Loeffelhardt W. , Bohnert H.J., 

RA Bryant D . A. ; 

RT "Nucleotide sequence of the cyanelle DNA from Cyanophora paradoxa . " ; 

RL Plant Mol. Biol. Rep. 13:327-332(1995). 

RN [2] 

RP SEQUENCE FROM N.A. 

RC STRAIN=UTEX LB 555 / Pringsheim; 

RA Loeffelhardt W., Stirewalt V.L., Michalowski C.B., Annarella M . , 

RA Farley J.Y., Schluchter W.M., Chung S., Newmann-Spallart C, 

RA Steiner J.M., Jakowitsch J., Bohnert H.J., Bryant D.A.; 

RT "The complete sequence of the cyanelle genome of Cyanophora paradoxa: 

RT the genetic complexity of a primitive plastid." ; 

RL (In) Schenk H.E.A., Herrmann R. , Jeon K.W., Mueller N.E., 

RL Schwemmler W. (eds.); 

RL Eukaryotism and Symbiosis, pp. 40-48, Springer-Verlag, Heidelberg 

RL (1997) . 

CC -!- FUNCTION: THE CYTOCHROME B6-F COMPLEX FUNCTIONS IN THE LINEAR 
CC CROSS -MEMBRANE TRANSPORT OF ELECTRONS BETWEEN PHOTOSYSTEM II AND 

CC I, AS WELL AS IN CYCLIC ELECTRON FLOW AROUND PHOTOSYSTEM I. PETL 

CC IS IMPORTANT FOR PHOTOAUTOTROPHIC GROWTH AS WELL AS FOR ELECTRON 

CC TRANSFER EFFICIENCY AND STABILITY OF THE CYTOCHROME B6-F COMPLEX . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated. 

CC -!- SIMILARITY: Belongs to the petL family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

CC 

DR EMBL; U30821; AAA81268.1; 

DR PIR; T06925; T06925. 

DR HAMAP; MF_00433; -; 1. 

KW Electron transport; Cyanelle; Respiratory chain; Transmembrane; 

KW Thylakoid. 

FT TRANSMEM 2 22 POTENTIAL. 

SQ SEQUENCE 28 AA; 3106 MW; ADAE8353D596AF3C CRC64 ; 

Query Match 10.3%; Score 4; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1 . 5e+03 ; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 2 LALA 5 

I I I I 

Db 14 LALA 17 

RESULT 13 
PETN_GUITH 

ID PETN_GUITH STANDARD; PRT; 29 AA. 



AC 078498; 

DT 15-DEC-1998 (Rel. 37, Created) 

DT 15 -DEC- 1998 (Rel. 37, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VIII (Cytochrome b6f complex subunit 

DE petN) . 

GN PETN OR YCF6 . 

OS Guillardia theta (Cryptomonas phi) . 

OG Chloroplast. 

OC Eukaryota; Cryptophyta; Cryptomonadaceae; Guillardia. 

OX NCBI_TaxID=5552 9; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=99128221; PubMed=992 9392 ; 

RA Douglas S.E., Penny S.L.; 

RT "The plastid genome of the cryptophyte alga, Guillardia theta: 

RT complete sequence and conserved synteny groups confirm its common 

RT ancestry with red algae. "; 

RL J. Mol. Evol. 48:236-244(1999). 

CC -!- FUNCTION: PLAYS A CRUCIAL ROLE IN CYTOCHROME B6-F COMPLEX ASSEMBLY 
CC AND/ OR STABILITY (BY SIMILARITY) . 

CC SUBCELLULAR LOCATION: Thylakoid membrane -associated (By 

CC similarity) . 

CC -!- SIMILARITY: Belongs to the petN family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

cc 

DR EMBL; AF041468; AAC35689.1; 

DR HAMAP; MF_00395; -; 1. 

DR InterPro; IPR005497; PetN. 

DR Pfam; PF03742; PetN; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Thylakoid; 

KW Transmembrane . 

FT TRANSMEM 3 23 POTENTIAL. 

SQ SEQUENCE 29 AA; 3231 MW; 13FB2B1B7B3525BD CRC64; 



Query Match 10.3%; Score 4; DB 1; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 1 SLAL 4 

I I I I 

Db 18 SLAL 21 



RESULT 14 
PETN_ODOSI 

ID PETN_ODOSI STANDARD; PRT; 29 AA. 

AC P49527; 

DT 01-FEB-1996 (Rel. 33, Created) 

DT 01-FEB-1996 (Rel. 33, Last sequence update) 



DT 28-FEB-2003 (Rel . 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VIII (Cytochrome b6f complex subunit 

DE petN) . 

GN PETN OR YCF6. 

OS Odontella sinensis (Marine centric diatom) . 

OG Chloroplast . 

OC Eukaryota; stramenopiles ; Bacillariophyta; Coscinodiscophyceae; 

OC Biddulphiophycidae; Eupodiscales ; Eupodiscaceae; Odontella. 

OX NCB I_TaxI D=2 8 3 9 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RA Kowallik K.V., Stoebe B. , Schaffran I., Kroth-Pancic P., Freier U. ; 

RT "The chloroplast genome of a chlorophyll a+c -containing alga, 

RT Odontella sinensis."; 

RL Plant Mol. Biol. Rep. 13:336-342(1995). 

CC -!- FUNCTION: PLAYS A CRUCIAL ROLE IN CYTOCHROME B6-F COMPLEX ASSEMBLY 
CC AND/OR STABILITY (BY SIMILARITY) . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated (By 
CC similarity) . 

CC -!- SIMILARITY: Belongs to the petN family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

CC 

DR EMBL; Z67753; CAA91699.1; 

DR PIR; S78326; S78326. 

DR HAMAP; MF_00395; -; 1. 

DR InterPro; IPR005497; PetN. 

DR Pfam; PF03742; PetN; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Thylakoid; 

KW Transmembrane . 

FT TRANSMEM 3 23 POTENTIAL. 

SQ SEQUENCE 2 9 AA; 324 9 MW; E1589B4ABBB4C5A0 CRC64 ; 

Query Match 10.3%; Score 4; DB 1; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLAL 4 

Db 18 SLAL 21 

RESULT 15 
PETN_SKECO 

ID PETN_SKECO STANDARD; PRT; 29 AA. 

AC 096807; 

DT 16-OCT-2001 (Rel. 40, Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VIII (Cytochrome b6f complex subunit 

DE petN) . 



GN YCF6 . 

OS Skeletonema costatum (Marine centric diatom) . 

OG Chloroplast. 

OC Eukaryota ; stramenopiles ; Bacillariophyta ; Coscinodiscophyceae; 

OC Thalassiosirophycidae; Thalassiosirales; Skeletonemataceae; 

OC Skeletonema. 

OX NCBI_TaxID=2843; 

RN [1] 

RP SEQUENCE FROM N . A . 

RC STRAIN=NIES-323 ; 

RA Tada N., Otsuka S., Oyaizu H. , Matsumoto S.; 

RT "Plastid DNA sequences of Skeletonema costatum NIES 323."; 

RL Submitted (JAN-1999) to the EMBL/ GenBank/DDBJ databases. 

CC -!- FUNCTION: PLAYS A CRUCIAL ROLE IN CYTOCHROME B6-F COMPLEX ASSEMBLY 

CC AND/ OR STABILITY (BY SIMILARITY) . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane -associated (By 
CC similarity) . 

CC -!- SIMILARITY: Belongs to the petN family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

CC 

DR EMBL; AJ132265; CAA10628.1; 

DR HAMAP; MF_00395; -; 1. 

DR InterPro; I PRO 054 97; PetN. 

DR Pfam; PF03742; PetN; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Thylakoid; 

KW Transmembrane. 

FT TRANSMEM 3 23 POTENTIAL. 

SQ SEQUENCE 29 AA; 3221 MW; E1588B90DE14C5A0 CRC64; 

Query Match 10.3%; Score 4; DB 1; Length 29; 

Best Local Similarity 100.0%; Pred. No. 1.5e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 1 SLAL 4 

Mil 

Db 18 SLAL 21 



RESULT 16 
PETN_CYACA 

ID PETN_CYACA STANDARD; PRT; 31 AA. 

AC Q9TLR6; 

DT 16-OCT-2001 (Rel. 40, Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit VIII (Cytochrome b6f complex subunit 

DE petN) . 

GN PETN OR YCF42. 

OS Cyanidium caldarium. 

OG Chloroplast . 



OC Eukaryota; Rhodophyta; Bangiophyceae; Porphyridiales ; Porphyridiaceae; 

OC Cyanidium. 

OX NCBI_TaxID=2771; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=RK-1; 

RX MEDLINE=20496959; PubMed=1104 0290 ; 

RA Gloeckner G. , Rosenthal A., Valentin K.-U.; 

RT "The structure and gene repertoire of an ancient red algal plastid 

RT genome . " ; 

RL J. Mol. Evol. 51:382-390(2000). 

CC -!- FUNCTION: PLAYS A CRUCIAL ROLE IN CYTOCHROME B6-F COMPLEX ASSEMBLY 
CC AND/OR STABILITY (BY SIMILARITY) . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane -associated (By 
CC similarity) . 

CC -!- SIMILARITY: Belongs to the petN family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib . ch) . 

CC 

DR EMBL; AF022186; AAF12891.1; -. 

DR HAMAP; MF_003 95; - ; 1. 

DR InterPro; IPR005497; PetN. 

DR Pfam; PF03742; PetN; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Thylakoid; 

KW Transmembrane . 

FT TRANSMEM 5 25 POTENTIAL. 

SQ SEQUENCE 31 AA; 3458 MW; 79D1E8E4E24 933 19 CRC64; 



Query Match 10.3%; Score 4; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 
Matches 4; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 

Db 



1 SLAL 4 

I I I I 
20 SLAL 23 



RESULT 17 
PSAM_CHLVU 

ID PSAM_CHLVU STANDARD; PRT; 31 AA. 

AC P56314; 

DT 15-JUL-1998 (Rel . 36, Created) 

DT 15-JUL-1998 (Rel. 36, Last sequence update) 

DT 16-OCT-2001 (Rel. 40, Last annotation update) 

DE Photosystem I reaction centre subunit XII (PSI-M) . 

GN PSAM . 

OS Chlorella vulgaris. 
OG Chloroplast. 

OC Eukaryota; Viridiplantae; Chlorophyta; Trebouxiophyceae; Chlorellales ; 
OC Chlorellaceae; Chlorella. 
OX NCBI_TaxID=3 077; 



RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=IAM C-27 / Tamiya ; 

RX MEDLINE=97303241; PubMed=9159184 ; 

RA Wakasugi T., Nagai T., Kapoor M. , Sugita M. , Ito M., Ito S., 

RA Tsudzuki J., Nakashima K. , Tsudzuki T. , Suzuki Y. , Hamada A., Ohta T., 

RA Inamura A. , Yoshinaga K. , Sugiura M. ; 

RT "Complete nucleotide sequence of the chloroplast genome from the 

RT green alga Chlorella vulgaris: the existence of genes possibly 

RT involved in chloroplast division."; 

RL Proc. Natl. Acad. Sci. U.S.A. 94:5967-5972(1997). 

CC -!- SIMILARITY: BELONGS TO THE PSAM FAMILY. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AB001684; BAA57938.1; -. 

DR PIR; T07290; T07290. 

KW Photosystem I; Photosynthesis; Chloroplast. 

SQ SEQUENCE 31 AA; 3310 MW; 184858F3D8BD6873 CRC64; 



Query Match 10.3%; Score 4; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 2 LALA 5 

I I I I 

Db 14 LALA 17 



RESULT 18 
PSAM_SYNY3 

ID PSAM_SYNY3 STANDARD; PRT; 31 AA. 

AC P72986; 

DT 01-NOV-1997 (Rel . 35, Created) 

DT 01-NOV-1997 (Rel. 35, Last sequence update) 

DT 16-OCT-2001 (Rel. 40, Last annotation update) 

DE Photosystem I reaction centre subunit XII (PSI-M) . 

GN PSAM OR SMR0005. 

OS Synechocystis sp. (strain PCC 6803) . 

OC Bacteria; Cyanobacteria ; Chroococcales ; Synechocystis. 

OX NCBI__TaxID=1148 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=97061201; PubMed=8905231 ; 

RA Kaneko T. , Sato S., Kotani H., Tanaka A., Asamizu E., Nakamura Y. , 

RA Miyajima N. , Hirosawa M. , Sugiura M. , Sasamoto S. , Kimura T. , 

RA Hosouchi T. , Matsuno A., Muraki A., Nakazaki N. , Naruo K. , 

RA Okumura S., Shimpo S., Takeuchi C. , Wada T. , Watanabe A., 

RA Yamada M. , Yasuda M. , Tabata S-; 

RT "Sequence analysis of the genome of the unicellular cyanobacterium 

RT Synechocystis sp. strain PCC6803. II. Sequence determination of the 



RT entire genome and assignment of potential protein-coding regions."; 

RL DNA Res . 3:109-136(1996). 

CC -!- SIMILARITY: BELONGS TO THE PSAM FAMILY. 

CC ~~~ 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinf ormatics and the EMBL outstation - 

CC the European Bioinf ormatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; D90902; BAA17005.1; -. 

DR PIR; S74965; S74965. 

KW Photosystem I; Photosynthesis; Complete proteome. 

SQ SEQUENCE 31 AA; 3380 MW; 07E0E7E8CB2720F0 CRC64; 

Query Match 10.3%; Score 4; DB 1; Length 31; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 17 LAAL 20 

I I I I 

Db 9 LAAL 12 



RESULT 19 
PSBZ_EUGST 

ID PSBZ_EUGST STANDARD; PRT; 32 AA. 

AC Q8SL8 9; 

DT 15-SEP-2003 (Rel . 42, Created) 

DT 15-SEP-2003 (Rel. 42, Last sequence update) 

DT 15-SEP-2003 (Rel. 42, Last annotation update) 

DE Photosystem II reaction center Z protein (Fragment) . 

GN PSBZ OR YCF9 . 

OS Euglena stellata. 

OG Chloroplast. 

OC Eukaryota; Euglenozoa; Euglenida; Euglenales; Euglena. 

OX NCBI_TaxID=38278; 

RN [1] 

RP SEQUENCE FROM N.A. 

RX MEDLINE=21851312; PubMed=118 61918 ; 

RA Sheveleva E.V., Giordani N.V. , Hallick R.B.; 

RT "Identification and comparative analysis of the chloroplast alpha- 

RT subunit gene of DNA-dependent RNA polymerase from seven Euglena 

RT species."; 

RL Nucleic Acids Res. 30:1247-1254(2002). 

CC -!- FUNCTION: Controls the interaction of photosystem II (PSII) cores 

CC with the light -harvesting antenna (By similarity) . 

CC -!- SUBCELLULAR LOCATION: Chloroplast thylakoid membrane; associated 

CC with the photosystem II complex (By similarity) . 

CC -!- SIMILARITY: Belongs to the psbZ family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 



CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AY047486; AAL83365 . 1 ; -. 

DR HAMAP; MF_00644; -; 1. 

KW Photosynthesis; Photosystem II; Reaction center; Thylakoid; 

KW Transmembrane; Chloroplast. 

FT NON_TER 1 1 

FT TRANSMEM 11 31 POTENTIAL. 

SQ SEQUENCE 32 AA; 3566 MW; 94 14D7D3 07878309 CRC64 ; 



Query Match 10.3%; Score 4; DB 1; Length 32; 

Best Local Similarity 100.0%; Pred. No. 1.6e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 26 LNSY 29 

I II I 

Db 27 LNSY 30 



RESULT 2 0 
PBAN_LYMDI 

ID PBAN_LYMDI STANDARD; PRT; 33 AA. 

AC P43511; 

DT 01-NOV-1995 (Rel . 32, Created) 

DT 01-NOV-1995 (Rel. 32 , Last sequence update) 

DT 01-NOV-1995 (Rel. 32, Last annotation update) 

DE Pheromone biosynthesis activating neuropeptide (LYD-PBAN) . 

OS Lymantria dispar (Gypsy moth) . 

OC Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota; 

OC Neoptera; Endopterygota ; Lepidoptera; Glossata; Ditrysia; Noctuoidea; 

OC Lymantriidae; Lymantria. 

OX NCBI_TaxID=13123; 

RN [1] 

RP SEQUENCE, AND SYNTHESIS. 

RC TISSUE=Suboesophageal ganglion; 

RX MEDLINE=95072631; PubMed=798 1730 ; 

RA Masler E.P., Raina A.K., Wagner R.M. , Kochansky J.P.; 
RT "Isolation and identification of a pheromono tropic neuropeptide from 

RT the brain-suboesophageal ganglion complex of Lymantria dispar: a new 

RT member of the PBAN family."; 

RL Insect Biochem. Mol . Biol. 24:829-836(1994). 

CC -!- FUNCTION: INVOLVED IN THE CONTROL OF PHEROMONE PRODUCTION IN 
CC FEMALE GYPSY MOTH . 

CC -!- SIMILARITY: BELONGS TO THE PYROKININ FAMILY. 

DR InterPro; IPR001484; Pyrokinin. 

DR PROSITE; PS00539; PYROKININ; 1. 

KW Hormone; Neuropeptide; Amidation; Pyrokinin. 

FT MOD_RES 33 33 AMIDATION. 

SQ SEQUENCE 33 AA; 38 84 MW; E4CB1B8AFD3FEFC2 CRC64 ; 

Query Match 10.3%; Score 4; DB 1; Length 33; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



4 LADD 7 



MM 

Db 1 LADD 4 



RESULT 21 
YC12_MARP0 

ID YC12_MARP0 STANDARD; PRT; 33 AA. 

AC P31560; 

DT 01-JUL-1993 (Rel . 26, Created) 

DT 01-JUL-1993 {Rel. 26, Last sequence update) 

DT 16-OCT-2001 (Rel. 40, Last annotation update) 

DE Hypothetical 3.4 kDa protein ycfl2 (ORF 33). 

GN YCF12 . 

OS Marchantia polymorpha (Liverwort) . 

OG Chloroplast . 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Marchant iophyta ; 

OC Marchantiopsida; Marchantiidae; Marchantia les ; Marchant iineae; 

OC Marchant iaceae; Marchantia. 

OX NCBI_TaxID=3197; 

RN [1] 

RP SEQUENCE FROM N. A. 

RX MEDLINE=89068687; PubMed=3199436 ; 

RA Fukuzawa H., Kohchi T. , Sano T. , Shirai H., Umesono K. , Inokuchi H., 

RA Ozeki H., Ohyama K. ; 

RT "Structure and organization of Marchantia polymorpha chloroplast 

RT genome. III. Gene organization of the large single copy region from 

RT rbcL to trnl (CAU) . " ; 

RL J. Mol. Biol. 203:333-351(1988). 

RN [2] 

RP SEQUENCE FROM N. A. 

RA Ohyama K. , Fukuzawa H. , Kohchi T. , Shirai H. , Sano T., Sano S., 

RA Umesono K. , Shiki Y. , Takeuchi M. , Chang Z., Aota S., Inokuchi H. , 

RA Ozeki H. ; 

RT "Chloroplast gene organization deduced from complete sequence of 

RT liverwort Marchantia polymorpha chloroplast DNA , " ; 

RL Nature 322:572-574(1986). 

CC -!- SIMILARITY: BELONGS TO THE YCF12 FAMILY. 

cc 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

cc 

DR EMBL; X04465; CAA28069.1; -. 

DR PIR; S01581; A05010. 

KW Chloroplast; Hypothetical protein. 

SQ SEQUENCE 33 AA; 3386 MW; C8 8B5B778FF1C50D CRC64; 

Query Match 10.3%; Score 4; DB 1; Length 33; 

Best Local Similarity 100.0%; Pred. No. 1.7e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLAA 19 

I I II 



Db 25 LLAA 28 

RESULT 22 
PETG CYACA 



ID PETG_CYACA STANDARD; PRT; 35 AA. 

AC Q9TLQ9 ; 

DT 16-OCT-2001 (Rel . 40 , Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Cytochrome b6-f complex subunit V (Cytochrome b6f complex subunit 

DE petG) . 

GN PETG . 

OS Cyanidium caldarium. 

OG Chloroplast. 

OC Eukaryota; Rhodophyta; Bangiophyceae; Porphyridiales ; Porphyridiaceae,- 

OC Cyanidium. 

OX NCBI_TaxID=27 7 1 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=RK-1; 

RX MEDLINE-2 04 96959; PubMed=1104 02 90 ; 

RA Gloeckner G. , Rosenthal A., Valentin K.-U.; 

RT "The structure and gene repertoire of an ancient red algal plastid 

RT genome . 11 ; 

RL J. Mol. Evol. 51:382-390(2000). 

CC -!- FUNCTION: The cytochrome b6-f complex functions in the linear 
CC cross -membrane transport of electrons between photosystem II and 

CC I, as well as in cyclic electron flow around photosystem I. PetG 

CC is required for either the stability or assembly of the cytochrome 

CC b6-f complex (By similarity) . 

CC -!- SUBCELLULAR LOCATION: Thylakoid membrane-associated. 

CC -!- SIMILARITY: Belongs to the petG family. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AF022186; AAF128 84.1; 

DR HAMAP; MF_00432; -; 1. 

DR InterPro; IPR003683; Cytochrmb6/f_5 . 

DR Pfam; PF02529; PetG; 1. 

KW Electron transport; Chloroplast; Respiratory chain; Thylakoid; 

KW Transmembrane. 

FT DOMAIN 1 4 LUMENAL (POTENTIAL) . 

FT TRANSMEM 5 25 POTENTIAL. 

FT DOMAIN 26 35 STROMAL (POTENTIAL) . 

SQ SEQUENCE 35 AA; 3803 MW; B03C27094A1B74F3 CRC64 ; 



Query Match 10.3%; Score 4; DB 1; Length 35; 

Best Local Similarity 100.0%; Pred. No. 1.8e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 16 LLAA 19 

I I I I 

Db 21 LLAA 24 



RESULT 23 
PYY_RAJRH 

ID PYY_RAJRH STANDARD; PRT; 36 AA. 

AC P29206; 

DT 01-DEC-1992 (Rel . 24, Created) 

DT 01-DEC-1992 (Rel. 24, Last sequence update) 

DT 15-SEP-2003 (Rel. 42, Last annotation update) 

DE Peptide YY-like (PYY) . 

OS Raja rhina (Skate) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Chondrichthyes ; 

OC Elasmobranchii; Squalea; Hypnosqualea; Pristioraj ea; Batoidea; 

OC Raj i formes ; Rajidae; Raja. 

OX NCBI_TaxID-3 0478 ; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE-91296574; PubMed=2067973 ; 

RA Conlon J.M., Bjenning C. , Moon T.W. , Youson J.H., Thim L. ; 

RT "Neuropeptide Y-related peptides from the pancreas of a teleostean 

RT (eel), holostean (bowfin) and elasmobranch (skate) fish."; 

RL Peptides 12:221-226(1991). 

CC -!- SUBCELLULAR LOCATION: Secreted. 

CC -!- SIMILARITY: Belongs to the NPY family. 

DR HSSP; P01303; IRON. 

DR InterPro; IPR001955; Pancreatic_hormn. 

DR Pfam; PF00159; hormone3 ; 1. 

DR PRINTS; PR00278; PANCHORMONE . 

DR ProDom; PD001267; Pancreatic_hormn; 1. 

DR SMART; SM00309; PAH; 1. 

DR PROSITE; PS00265; PANCREATIC_H0RM0NE_1 ; 1. 

DR PROSITE; PS50276; PANCREATIC_H0RM0NE_2 ; 1. 

KW Hormone; Amidation. 

FT MOD_RES 36 3 6 AMIDATION. 

SQ SEQUENCE 36 AA; 4251 MW; 07A7D9DC196660B6 CRC64; 

Query Match 10.3%; Score 4; DB 1; Length 36; 

Best Local Similarity 100.0%; Pred. No. 1.8e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 6 DDAA 9 

Db 10 DDAA 13 



RESULT 24 
DIU1_TENM0 

ID DIU1_TENM0 STANDARD; PRT; 37 AA. 

AC P56618; 

DT 15-DEC-1998 (Rel. 37, Created) 

DT 15-DEC-1998 (Rel. 37, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Diuretic hormone I (DH I) (Diuretic peptide I) (DP I) (DH(37)). 
OS Tenebrio molitor (Yellow mealworm) . 



OC Eukaryota; Metazoa; Arthropoda; Hexapoda; Insecta; Pterygota; 

GC Neoptera; Endopterygota; Coleoptera; Polyphaga; Cucuj iformia; 

OC Tenebrionidae; Tenebrio. 

OX NCBI_TaxID=7067; 

RN [1] 

RP SEQUENCE . 

RC TISSUE=Head; 

RX MEDLINE=96109258; PubMed=8618894 ; 

RA Furuya K. , Schegg K.M. , Wang H. , King D.S., Schooley D.A. ; 

RT "Isolation and identification of a diuretic hormone from the mealworm 

RT Tenebrio molitor . " ; 

RL Proc. Natl. Acad. Sci. U.S.A. 92:12323-12327(1995). 

CC -!- FUNCTION: Increases cyclic AMP production in Malpighian tubules. 

CC -!- SUBCELLULAR LOCATION: Secreted. 

CC -!- SIMILARITY: BELONGS TO THE SAUVAGINE/ CORTICOTROPIN-RELEASING 
CC FACTOR / UROTENS I N I FAMILY OF PEPTIDES. 

DR PIR; A58607; A57127. 

DR InterPro; IPR000187; cort icoliberin . 

DR Pfam; PF00473; CRF; 1. 

DR SMART ; SM00039; CRF; 1. 

DR PROSITE; PS00511; CRF; 1. 

KW Hormone . 

SQ SEQUENCE 37 AA; 4371 MW; 51 9EC232D3473A85 CRC64 ; 

Query Match 10.3%; Score 4; DB 1; Length 37; 

Best Local Similarity 100.0%; Pred. No. 1.8e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 12 ERAR 15 

I I I I 

Db 2 0 ERAR 23 



RESULT 25 
RK36_NEPOL 

ID RK36_NEPOL STANDARD; PRT; 37 AA. 

AC Q9TL26; 

DT 28-FEB-2003 (Rel . 41, Created) 

DT 28-FEB-2003 (Rel. 41, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Chloroplast 50S ribosomal protein L36. 

GN RPL36. 

OS Nephroselmis olivacea. 

OG Chloroplast. 

OC Eukaryota; Viridiplantae; Chlorophyta; Prasinophyceae; 

OC Chlorodendrales; Chlorodendraceae; Nephroselmis . 

OX NCBI_TaxID=31312; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN-NIES-484; 

RX MEDLINE=99398694; PubMed=10468594 ; 

RA Turmel M., Otis C, Lemieux C; 

RT "The complete chloroplast DNA sequence of the green alga Nephroselmis 

RT olivacea: insights into the architecture of ancestral chloroplast 

RT genomes . " ; 

RL Proc. Natl. Acad. Sci. U.S.A. 96:10248-10253(1999). 

CC -!- SIMILARITY: BELONGS TO THE L36P FAMILY OF RIBOSOMAL PROTEINS. 



cc 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL; AF137379; AAD54790.1; 

DR HSSP; P8 0256; 1DFE . 

DR HAMAP; MF_00251; -; 1. 

DR InterPro; IPR000473; Ribosomal_L36 . 

DR Pfam; PF00444; Ribosomal_L3 6 ; 1. 

DR ProDom; PD002101; Ribosomal_L36 ; 1. 

DR TIGRFAMs ; TIGR01022; rpmJ_bact ; 1. 

DR PROSITE; PS00828; RIBOSOMAL_L36 ; 1. 

KW Ribosomal protein; Chloroplast. 

SQ SEQUENCE 37 AA; 4429 MW; BC68BD516BF7FB37 CRC64; 



Query Match 10.3%; Score 4; DB 1; Length 37; 

Best Local Similarity 100.0%; Pred. No. 1.8e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 32 KLLV 3 5 

I I I I 

Db 22 KLLV 25 



RESULT 26 
CPRP_CANPG 

ID CPRP_CANPG STANDARD; PRT; 38 AA. 

AC P81033; 

DT 15-JUL-1998 (Rel . 36, Created) 

DT 15-JUL-1998 (Rel. 36, Last sequence update) 

DT 15-SEP-2003 (Rel. 42, Last annotation update) 

DE CHH precursor related peptide (CPRP) . 

OS Cancer pagurus (Rock crab) . 

OC Eukaryota; Metazoa; Arthropoda; Crustacea; Malacostraca; 

OC Eumalacostraca; Eucarida; Decapoda; Pleocyemata; Brachyura; 

OC Eubrachyura; Cancroidea; Cancridae; Cancer. 

OX NCBI__TaxID=6755; 

RN [1] 

RP SEQUENCE . 

RC TISSUE=Sinus gland; 

RX MEDLINE=99025664; PubMed=980 9792 ; 

RA Chung J.S., Wilkinson M.C., Webster S.G.; 

RT "Amino acid sequences of both isoforms of crustacean hyperglycemic 

RT hormone (CHH) and corresponding precursor-related peptide in Cancer 

RT pagurus . " ; 

RL Regul. Pept. 77:17-24(1998). 

CC -!- SUBCELLULAR LOCATION: Secreted. 

CC -!- TISSUE SPECIFICITY: PRODUCED BY THE MEDULLA TERMINAL IS X-ORGAN IN 

CC THE EYESTALKS AND TRANSPORTED TO THE SINUS GLAND WHERE IT IS 

CC STORED AND RELEASED. 

DR InterPro; I PRO 055 58; Crust_neuro_H . 

DR Pfam; PF03858; Crust__neuro_H; 1. 



KW Neuropeptide; Hormone. 

SQ SEQUENCE 38 AA; 3969 MW; 



C979C87EE31ABB90 CRC64; 



Query Match 10.3%; Score 4; DB 1; Length 38; 

Best Local Similarity 100.0%; Pred. No. 1.9e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 
Qy 15 RLLA 18 

MM 

Db 11 RLLA 14 



RESULT 27 
GVPC SPICC 



ID GVPC_SPICC STANDARD; PRT; 3 9 AA. 

AC P81000; 

DT 01-NOV-1997 (Rel . 35, Created) 

DT 01-NOV-1997 (Rel. 35, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Gas vesicle protein C (Fragment) . 

GN GVPC . 

OS Spirulina sp. (strain CCAP 1475/10) . 

OC Bacteria; Cyanobacteria ,- Oscillatoriales ; Spirulina. 

OX NCBI_TaxID=69016; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=92407497; PubMed=15274 96 ; 

RA Griffiths A.E., WalsbyA.E., Hayes P.K. ; 

RT "The homologies of gas vesicle proteins."; 

RL J. Gen. Microbiol. 138:1243-1250(1992). 

CC -!- FUNCTION: May confer stability to the gas vesicle membranes. Gas 
CC vesicles are small, hollow, gas filled protein structures that are 

CC found in several microbial planktonic microorganisms. They allow 

CC the positioning of the organism at the favorable depth for growth. 

CC -!- SUBCELLULAR LOCATION: BINDS TO THE EXTERNAL SURFACE OF THE GAS 
CC VESICLE MEMBRANE. 

CC -!- SIMILARITY: BELONGS TO THE GAS VESICLE PROTEIN TYPE C FAMILY. 

DR InterPro; IPR002003; Gas_vesicle_C . 

DR PROSITE; PS00235; GAS_VESICLE_C; PARTIAL. 

KW Gas vesicle. 

FT NON__TER 1 1 

FT NON_TER 3 9 3 9 

SQ SEQUENCE 39 AA; 4487 MW; D998 0C1COCF459E7 CRC64 ; 

Query Match 10.3%; Score 4; DB 1; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.9e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 2 0 LERR 23 

MM 

Db 11 LERR 14 

RESULT 28 
NPF_MONEX 

ID NPF_MONEX STANDARD; PRT; 3 9 AA. 

AC P41967; 



DT 01-NOV-1995 (Rel . 32, Created) 

DT 01-NOV-1995 (Rel . 32, Last sequence update) 

DT 15-SEP-2003 (Rel. 42, Last annotation update) 

DE Neuropeptide F (NPF) . 

OS Moniezia expansa (Sheep tapeworm) . 

OC Eukaryota; Metazoa; Platyhelminthes ; Cestoda; Eucestoda; 

OC Cyclophyllidea; Anoplocephalidae; Moniezia. 

OX NCBI_TaxID=28841; 

RN [1] 

RP SEQUENCE . 

RA Maule A.G. , Shaw C. , Halton D.W. , Thim L. , Johnston C.F., 

RA Fairweather I., Buchanan K.D.; 

RT "Neuropeptide F: a novel parasitic flatworm regulatory peptide from 

RT Moniezia expansa (Cestoda: Cyclophyllidea)."; 

RL Parasitology 102:309-316(1991). 

RN [2] 

RP CHARACTERIZATION. 

RX MEDLINE=93096525; PubMed=1461689 ; 

RA Maule A.G., Shaw C. , Halton D.W., Brennan G.P., Johnston C.F., 

RA Moore S . ; 

RT "Neuropeptide F (Moniezia expansa) : localization and characterization 

RT using specific antisera."; 

RL Parasitology 105:505-512(1992). 

CC -!- FUNCTION: MAY HAVE AN IMPORTANT PHYSIOLOGICAL ROLE IN 
CC NEUROREGULATI ON . 

CC -!- SUBCELLULAR LOCATION: Secreted. 

CC -!- SIMILARITY: Belongs to the NPY family. 

DR PDB; 1K8V; 12-JUN-02. 

DR InterPro; IPR001955; Pancreatic_hormn . 

DR Pfam; PF00159; hormone3 ; 1. 

DR SMART; SM00309; PAH; 1. 

DR PROSITE; PS00265; PANCREATIC_H0RM0NE_1 ; 1. 

DR PROSITE; PS 5 02 76; PANCREATIC_H0RM0NE_2 ; 1. 

KW Neuropeptide; Amidation; 3D- structure . 

FT M0D_RES 3 9 39 AMIDATION. 

SQ SEQUENCE 39 AA; 4594 MW; 2D61A76927DEA732 CRC64 ; 



Query Match 10.3%; Score 4; DB 1; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.9e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 34 LVLD 37 

I I II 

Db 12 LVLD 15 



RESULT 2 9 
PHRI_BACSU 

ID PHRI_BACSU STANDARD; PRT; 39 AA. 

AC 0314 92; 

DT 28-FEB-2003 (Rel. 41, Created) 

DT 28-FEB-2003 (Rel. 41, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Phosphatase rapl inhibitor (Phosphatase regulator I) . 

GN PHRI . 

OS Bacillus subtilis. 

OC Bacteria; Firmicutes; Bacillales; Bacillaceae; Bacillus. 



OX NCBI_TaxID-1423 ; 

RN [1] 

RP SEQUENCE FROM N.A. 

RC STRAIN=168; 

RX MEDLINE=98044033; PubMed=9384377 ; 

RA Kunst F . , Ogasawara N. , Moszer I., Albertini A.M., Alloni G. , 

RA Azevedo V., Bertero M.G. , Bessieres P., Bolotin A. , Borchert S., 

RA Borriss R. , Boursier L., Brans A., Braun M . , Brignell S.C., Bron S., 

RA Brouillet S., Bruschi C.V. , Caldwell B. , Capuano V., Carter N.M. , 

RA Choi S.K., Codani J.J., Connerton I.F., Cummings N.J., Daniel R.A., 

RA Denizot F., Devine K.M., Dusterhoft A., Ehrlich S.D., Emmerson P.T., 

RA Entian K.D., Errington J., Fabret C. , Ferrari E. , Foulger D., 

RA Fritz C, Fujita M. , Fuj ita Y. , Fuma S., Galizzi A., Galleron N. , 

RA Ghim S.Y., Glaser P., Goffeau A., Golightly E.J., Grandi G. , 

RA Guiseppi G. , Guy B.J., Haga K. , Haiech J., Harwood C.R., Henaut A., 

RA Hilbert H., Holsappel S., Hosono S., Hullo M.F., Itaya M. , Jones L. , 

RA Joris B., Karamata D. , Kasahara Y., Klaerr-Blanchard M. , Klein C. , 

RA Kobayashi Y. # Koetter P., Koningstein G., Krogh S., Kumano M. , 

RA Kurita K. , Lapidus A., Lardinois S. f Lauber J. , Lazarevic V., 

RA Lee S.M., Levine A. , Liu H. , Masuda S., Mauel C. , Medigue C, 

RA Medina N., Mellado R.P., Mizuno M., Moestl D., Nakai S., Noback M. , 

RA Noone D. , O'Reilly M. , Ogawa K. , Ogiwara A., Oudega B., Park S.H. ," 

RA Parro V., Pohl T.M. , Portetelle D., Porwollik S. , Prescott A.M., 

RA Presecan E., Puj ic P., Purnelle B., Rapoport G. f Rey M. , Reynolds S., 

RA Rieger M., Rivolta C. , Rocha E. , Roche B . , Rose M. , Sadaie Y. f 

RA Sato T., Scanlan E. , Schleich S. # Schroeter R., Scoffone F. , 

RA Sekiguchi J., Sekowska A. , Seror S.J., Serror P., Shin B.S., Soldo B., 

RA Sorokin A., Tacconi E., Takagi T. , Takahashi H., Takemaru K. , 

RA Takeuchi M. , Tamakoshi A. , Tanaka T. , Terpstra P., Tognoni A., 

RA Tosato V., Uchiyama S, , Vandenbol M. , Vannier F., Vassarotti A., 

RA Viari A. , Wambutt R. , Wedler E. , Wedler H. # Weitzenegger T. # 

RA Winters P., Wipat A., Yamamoto H. , Yamane K. , Yasumoto K. , Yata K. , 

RA Yoshida K. , Yoshikawa H.F., Zumstein E. , Yoshikawa H., Danchin A. ; 

RT "The complete genome sequence of the Gram-positive bacterium Bacillus 

RT subtilis."; 

RL Nature 390:249-256(1997). 

CC -!- FUNCTION: Inhibitor of the activity of phosphatase rapl . 

CC -!- SIMILARITY: BELONGS TO THE PHR FAMILY. 

CC 

CC This SWISS-PROT entry is copyright. It is produced through a collaboration 

CC between the Swiss Institute of Bioinformatics and the EMBL outstation - 

CC the European Bioinformatics Institute. There are no restrictions on its 

CC use by non-profit institutions as long as its content is in no way 

CC modified and this statement is not removed. Usage by and for commercial 

CC entities requires a license agreement (See http://www.isb-sib.ch/announce/ 

CC or send an email to license@isb-sib. ch) . 

CC 

DR EMBL ; Z99106; CAB12309.1; -. 

DR PIR; E69677; E69677. 

DR SubtiList; BG12645; phrl . 

KW Complete proteome. 

SQ SEQUENCE 39 AA; 4232 MW; 5C716F5878 94B2DA CRC64 ; 



Query Match 10.3%; Score 4; DB 1; Length 39; 

Best Local Similarity 100.0%; Pred. No. 1.9e+03; 
Matches 4; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 0 ; 



Qy 

Db 



16 LLAA 19 

I I I I 

7 LLAA 10 



RESULT 30 
THIO CLOSG 
ID 
AC 
DT 
DT 
DT 
DE 
GN 



(Rel. 
(Rel. 
(Rel. 
(TRX) 



36, Created) 

36, Last sequence update) 
41, Last annotation update) 
(Fragment) . 



THIO_CLOSG STANDARD; PRT; 40 AA. 

P81108; 
15-JUL-1998 
15-JUL-1998 
28-FEB-2003 
Thioredoxin 
TRXA. 

OS Clostridium sporogenes . 

OC Bacteria; Firmicutes; Clostridia; Clostridiales ; Clostridiaceae; 

OC Clostridium. 

OX NCBI_TaxID=1509 ; 

RN [1] 

RP SEQUENCE . 

RC STRAIN=DSM 633; 

RX MEDLINE=98195737; PubMed=9534247 ; 

RA Harms C. , Meyer M.A. , Andreesen J.R.; 

RT "Fast purification of thioredoxin reductases and of thioredoxins with 
RT an unusual redox-active centre from anaerobic, amino-acid-utilizing 
RT bacteria. "; 

RL Microbiology 144:793-800(1998). 

CC -!- FUNCTION: Participates in various redox reactions through the 

CC reversible oxidation of its active center dithiol to a disulfide 

CC and catalyzes dithiol-disulf ide exchange reactions. 

CC -!- SIMILARITY: BELONGS TO THE THIOREDOXIN FAMILY. 

DR InterPro; IPR006662; Thiored. 

DR InterPro; IPR006663; Thioredox_dom2 . 

DR PROSITE; PS00194; THIOREDOXIN; 1. 

KW Redox-active center; Electron transport. 

FT DISULFID 29 32 REDOX-ACTIVE (BY SIMILARITY) . 

FT NON_TER 4 0 4 0 

SQ SEQUENCE 40 AA; 4525 MW; C7BE3C913E3E2909 CRC64 ; 



Query Match 10.3%; Score 4; DB 1; Length 40; 

Best Local Similarity 100.0%; Pred. No. 2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 



0 ; Gaps 



0; 



Qy 34 LVLD 37 

III! 

Db 2 LVLD 5 



RESULT 31 
UC11_MAIZE 

ID UC11_MAIZE STANDARD; PRT; 4 0 AA. 

AC P80617; 

DT 01-OCT-1996 (Rel. 34, Created) 

DT 01-OCT-1996 (Rel. 34, Last sequence update) 

DT 15-JUL-1999 (Rel. 38, Last annotation update) 

DE Unknown protein from 2D-page of etiolated coleoptile (Spot 207) 
DE (Fragments) . 



OS Zea mays (Maize) . 

OC Eukaryota; Viridiplantae; Streptophyta; Embryophyta; Tracheophyta ; 

OC Spermatophyta; Magnoliophyta ; Liliopsida; Poales; Poaceae; 

OC PACCAD clade; Panicoideae; Andropogoneae ; Zea. 

OX NCBI_TaxID=4577; 

RN [1] 

RP SEQUENCE. 

RC TISSUE=Coleoptile; 

RA Touzet P., Riccardi F. , Morin C. , Damerval C, Huet J.-C, 

RA Pernollet J.-C, Zivy M. , de Vienne D, ; 

RT "The maize two dimensional gel protein database: towards an integrated 

RT genome analysis program,"; 

RL Theor. Appl. Genet. 93:997-1005(1996). 

CC -!- MISCELLANEOUS: ON THE 2D-GEL THE DETERMINED PI OF THIS UNKNOWN 
CC PROTEIN IS: 6.2, ITS MW IS: 27.1 kDa . 

CC -!- SIMILARITY: BELONGS TO THE GST SUPERFAMILY. HSP26 FAMILY. 

CC -!- CAUTION: THE ORDER OF THE PEPTIDES SHOWN IS UNCERTAIN. 

DR Maize-2DPAGE; P80617; COLEOPTILE. 

DR MaizeDB; 123940; -. 
FT 
FT 
FT 
FT 
FT 

SQ SEQUENCE 40 AA; 4475 MW; 2ACD4BF8F4908277 CRC64 ; 

Score 4; DB 1; Length 40; 
Best Local Similarity 100.0%; Pred. No. 2e+03; 

Matches 4; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLAA 19 

I I I I 

Db 18 LLAA 21 



NON_TER 


1 


1 


NON_CONS 


13 


14 


NON_CONS 


26 


27 


NON_CONS 


35 


36 


NON_TER 


40 


40 


! SEQUENCE 


40 AA; 


4475 


Query Match 




10 



RESULT 32 
CH60_MYCSM 

ID CH60_MYCSM STANDARD; PRT; 28 AA. 

AC P80673; 

DT 01-OCT-1996 (Rel . 34, Created) 

DT 01-OCT-1996 (Rel. 34, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE 60 kDa chaperonin (Protein Cpn60) (groEL protein) (Fragment) . 

GN GROL OR GROEL OR MOPA. 

OS Mycobacterium smegmatis. 

OC Bacteria; Actinobacteria ; Actinobacteridae; Act inomycet ales ; 

OC Corynebacterineae ; Mycobacter iaceae ; Mycobacterium . 

OX NCBI_TaxID=1772 ; 

RN [1] 

RP SEQUENCE . 

RC STRAIN=ATCC 607 / mc(2)6 / NRRL B-692; 

RX MEDLINE=97387814; PubMed=9243 799 ; 

RA Lundrigan M.D., Arceneaux J.E.L., Zhu W., Byers B.R.; 

RT "Enhanced hydrogen peroxide sensitivity and altered stress protein 

RT expression in iron-starved Mycobacterium smegmatis."; 

RL BioMetals 10:215-225(1997). 

CC -!- FUNCTION: Prevents misfolding and promotes the refolding and 



CC proper assembly of unfolded polypeptides generated under stress 

CC conditions. 

CC -!- SUBUNIT: Oligomer of 14 subunits composed of two stacked rings of 

CC 7 subunits (By similarity) . 

CC -!- SUBCELLULAR LOCATION: Cytoplasmic. 

CC -!- SIMILARITY: Belongs to the chaperonin (HSP60) family. 

DR HAMAP; MF_00600; -; 1. 

DR InterPro; IPR001844; Chaprnin_Cpn60 . 

DR PROSITE; PS00296; CHAPERON I NS_CPN60 ; PARTIAL . 

KW Chaperone; ATP -binding. 

FT NON_TER 28 28 

SQ SEQUENCE 28 AA; 3047 MW; 2F40F27B94EF8720 CRC64; 



Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 
Matches 3; Conservative 0; Mismatches 0; Indels 



0; Gaps 



0; 



Qy 1 SLA 3 

III 

Db 20 SLA 22 



RESULT 33 
MAAI RAT 



ID MAAIJRAT STANDARD; PRT; 28 AA. 

AC P57113; 

DT 16-OCT-2001 (Rel . 40, Created) 

DT 16-OCT-2001 (Rel. 40, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Maleylacetoacetate isomerase (EC 5.2.1,2) (MAAI) (Glutathione S- 

DE transferase zeta 1) (EC 2.5.1.18) (GSTZ1-1) (Fragment). 

GN GSTZ1 . 

OS Rattus norvegicus (Rat) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ,- 

OC Mammalia; Eutheria; Rodentia; Sciurognathi ; Muridae; Murinae,- Rattus. 

OX NCBI_TaxID=10116 ; 

RN [1] 

RP SEQUENCE, AND CHARACTERIZATION. 

RC STRAIN=Fischer 344; TISSUE=Liver ; 

RX MEDLINE=98198370; PubMed=953 1472 ; 

RA Tong Z., Board P.G. , Anders M.W.; 

RT "Glutathione transferase zeta catalyses the oxygenation of the 

RT carcinogen dichloroacetic acid to glyoxylic acid."; 

RL Biochem. J. 331:371-374(1998). 

CC -!- FUNCTION: PROBABLE B I FUNCT I ONAL ENZYME SHOWING MINIMAL 

CC GLUTATHIONE -CONJUGATING ACTIVITY WITH ETHACRYNIC ACID AND 7- 

CC CHLORO-4-NITROBENZ-2-OXA-1, 3-DIAZOLE AND MALEYLACETOACETATE 

CC ISOMERASE ACTIVITY. HAS ALSO LOW GLUTATHIONE PEROXIDASE ACTIVITY 

CC WITH T-BUTYL AND CUMENE HYDROPEROXIDES (BY SIMILARITY) . IS ABLE TO 

CC CATALYZE THE GLUTATHIONE DEPENDENT OXYGENATION OF DICHLOROACETIC 

CC ACID TO GLYOXYLIC ACID. 

CC -!- CATALYTIC ACTIVITY: 4 -maleylacetoacetate = 4 -fumarylacetoacetate . 

CC -!- CATALYTIC ACTIVITY: RX + glutathione = HX + R-S-glutathione . 

CC -!- COFACTOR: THE MAAI ACTIVITY REQUIRES GLUTATHIONE (BY SIMILARITY). 

CC -!- PATHWAY: Phenylalanine catabolism; fifth step. 

CC -!- PATHWAY: Tyrosine catabolism; fourth step. 

CC -!- SUBUNIT: Homodimer (By similarity). 



CC -!- SUBCELLULAR LOCATION: Cytoplasmic. 

CC -!- PTM: THE N- TERMINUS IS BLOCKED (PROBABLE). 

CC -!- SIMILARITY: BELONGS TO THE GST SUPERFAMILY . ZETA FAMILY. 

KW Isomerase; Transferase; Multifunctional enzyme; 

KW Phenylalanine catabolism; Tyrosine catabolism. 

FT NON_TER 1 1 

FT NON_TER 28 28 

SQ SEQUENCE 28 AA; 2943 MW; 1070608C44491C25 CRC64; 



Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 

Matches 3; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 19 ALE 21 

III 

Db 11 ALE 13 



RESULT 34 
OB PI HYSCR 



ID OBPl_HYSCR STANDARD; PRT; 28 AA. 

AC P81647; 

DT 28-FEB-2003 (Rel . 41, Created) 

DT 28-FEB-2003 {Rel. 41, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Odorant -binding protein I (OBP I) (Olfactory mucosa pyrazine-binding 

DE protein I) (Fragment) . 

OS Hystrix cristata (Crested porcupine) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Eutheria; Rodentia; Hystricognathi ; Hystricidae; Hystrix. 

OX NCBI_TaxID=10137 ; 

RN [1] 

RP SEQUENCE . 

RC TISSUE=Nasal mucosa; 

RX MEDLINE=97370581; PubMed=9226887 ; 

RA Ganni M. , Garibotti M. , Scaloni A., Pucci P., Pelosi P.; 

RT "Microheterogeneity of odorant -binding proteins in the porcupine 

RT revealed by N-terminal sequencing and mass spectrometry."; 

RL Comp. Biochem. Physiol. 117B: 287-291 (1997) . 

RN [2] 

RP CHARACTERIZATION, 

RC TISSUE=Nasal mucosa; 

RX MEDLINE=93373535; PubMed=83 65121 ; 

RA Felicioli A., Ganni M. , Garibotti M. , Pelosi P.; 

RT "Multiple types and forms of odorant -binding proteins in the Old-World 

RT porcupine Hystrix cristata. 11 ; 

RL Comp. Biochem. Physiol. 105B: 775-784 (1993) . 

CC -!- FUNCTION: This soluble protein may play a specific role in odor 
CC discrimination and perception. 

CC -!- SUBCELLULAR LOCATION: Secreted; Extracellular. 

CC -!- TISSUE SPECIFICITY: Nasal mucosa. 

CC -!- SIMILARITY: Belongs to the lipocalin family. 

DR HSSP; Q95182; 1EW3 . 

DR InterPro; IPR000566; Lipocln_cytFABP . 

DR PROSITE; PS00213; LIPOCALIN; 1. 

KW Olfaction; Transport; Lipocalin. 

FT NONJTER 28 28 



SQ SEQUENCE 28 AA; 3240 MW; D12E8CAC87E38AB3 CRC64; 



Query Match 7.7%; 
Best Local Similarity 100.0% 
Matches 3; Conservative 



Score 3; DB 1; Length 28; 
Pred. No. 1.2e+04; 
0; Mismatches 0; Indels 



0 ; Gaps 



Qy 

Db 



16 LLA 18 

III 

21 LLA 23 



RESULT 35 
ORND PLAOR 



ID ORND_PLAOR STANDARD; PRT; 28 AA. 

AC P25513; 

DT 01-MAY-1992 (Rel . 22, Created) 

DT 01-MAY-1992 (Rel. 22, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Ornatin D (Fragment) . 

OS Placobdella ornata (Turtle leech) . 

OC Eukaryota; Metazoa; Annelida; Clitellata; Hirudinida; Hirudinea; 

OC Rhynchobdellida; Glossiphoniidae; Placobdella. 

OX NCBI_TaxID=6415; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE-92111479; PubMed=1765 068 ; 

RA Mazur P., Henzel W.J., Seymour J.L., Lazarus R.A. ; 

RT "Ornatins: potent glycoprotein I lb- I I la antagonists and platelet 

RT aggregation inhibitors from the leech Placobdella ornata."; 

RL Eur. J. Biochem. 202:1073-1082(1991). 

CC -!- FUNCTION: POTENT INHIBITOR OF FIBRINOGEN INTERACTION WITH PLATELET 
CC RECEPTORS EXPRESSED ON GLYCOPROTEIN IIB-IIIA COMPLEX. MAY PREVENT 

CC BLOOD FROM CLOTTING DURING EITHER FEEDING AND/ OR STORAGE OF 

CC INGESTED BLOOD. 

CC -I- SIMILARITY: BELONGS TO THE ORNATIN FAMILY. 

DR InterPro; I PRO 02 4 63; Ornatin. 

DR Pfam; PF02 088; Ornatin; 1. 

KW Blood coagulation; Platelet; Cell adhesion. 

FT NONJTER 28 2 8 

SQ SEQUENCE 28 AA; 3361 MW; CFC38951F91337C2 CRC64 ; 



Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 

Matches 3; Conservative 0; Mismatches 0; Indels 0; Gaps 

Qy 10 FRE 12 

III 

Db 16 FRE 18 



RESULT 36 
SMS2_ORENI 

ID SMS2_ORENI STANDARD; PRT; 28 AA. 

AC P81029; 

DT 01-NOV-1997 (Rel. 35, Created) 

DT 01-NOV-1997 (Rel. 35, Last sequence update) 

DT 16-OCT-2001 (Rel. 40, Last annotation update) 



DE Somatostatin II precursor [Contains: [Tyr21 ,Gly24] somatostatin-28 ; 

DE [Tyr7,Glyl0] somatostatin-14] (Fragment) . 

OS Oreochromis niloticus (Nile tilapia) (Tilapia nilotica) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; 

OC Actinopterygii; Neopterygii ; Teleostei; Euteleostei; Neoteleostei; 

OC Acanthomorpha ; Acanthopterygii ; Percomorpha; Perciformes; Labroidei; 

OC Cichlidae; Oreochromis. 

OX NCBI_TaxID=8128; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=95384941 ; PubMed=7656183 ; 

RA Nguyen T.M., Wright J.R. Jr., Nielsen P.F., Conlon J.M.; 

RT "Characterization of the pancreatic hormones from the Brockmann body 

RT of the tilapia: implications for islet xenograft studies."; 

RL Comp. Biochem. Physiol. 111C: 33-44 (1995) . 

CC -!- FUNCTION: SOMATOSTATIN INHIBITS THE RELEASE OF SOMATOTROPIN. 

CC -!- SUBCELLULAR LOCATION: Secreted. 

CC SIMILARITY: BELONGS TO THE SOMATOSTATIN FAMILY. 

DR InterPro; IPR004250; Somatostatin. 

DR Pfam; PF03002; Somatostatin; 1. 

KW Cleavage on pair of basic residues; Hormone; Multigene family. 



FT 


NON_TER 


1 


1 




FT 


PEPTIDE 


1 


28 


[TYR21 / GLY24] SOMATOSTATIN-28 


FT 


PEPTIDE 


15 


28 


[TYR7 , GLY10] SOMATOSTATIN-14 . 


FT 


DISULFID 


17 


28 




SQ 


SEQUENCE 


28 AA; 


3155 MW; 


47C049F4866EF4AC CRC64 ; 



Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 

Matches 3; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 



Db 



11 RER 13 
Ml 

11 RER 13 



RESULT 37 
VI P_ALLMI 

ID VIP_ALLMI STANDARD; PRT; 28 AA. 

AC P48142; P01285; 

DT 21-JUL-1986 (Rel . 01, Created) 

DT 21-JUL-1986 (Rel. 01, Last sequence update) 

DT 01-OCT-1996 (Rel. 34, Last annotation update) 

DE Vasoactive intestinal peptide (VIP) . 

GN VIP. 

OS Alligator mississippiensis (American alligator) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Archosauria; Crocodylidae; Alligatorinae; Alligator. 

OX NCBI_TaxID=84 96; 

RN [1] 

RP SEQUENCE . 

RC TI SSUE=Stomach ; 

RX MEDLINE=93324451; PubMed=8101369 ; 

RA Wang Y. # Conlon J.M. ; 

RT "Neuroendocrine peptides (NPY, GRP, VIP, somatostatin) from the brain 

RT and stomach of the alligator."; 

RL Peptides 14:573-579(1993). 



CC -!- FUNCTION: VIP CAUSES VASODILATION, LOWERS ARTERIAL BLOOD 

CC PRESSURE, STIMULATES MYOCARDIAL CONTRACTILITY, INCREASES 

CC GLYCOGENOLYSIS AND RELAXES THE SMOOTH MUSCLE OF TRACHEA, STOMACH 

CC AND GALL BLADDER. 

CC -!- SIMILARITY: BELONGS TO THE GLUCAGON FAMILY. 

DR InterPro; IPR000532; Glucagon. 

DR Pfam; PF00123; hormone2 ; 1. 

DR PRINTS; PR00275; GLUCAGON. 

DR SMART; SM00070; GLUCA; 1. 

DR PROSITE; PS00260; GLUCAGON; 1. 

KW Glucagon family; Amidation; Hormone. 

FT ' MOD_RES 28 28 AMIDATION. 

SQ SEQUENCE 28 AA; 3320 MW; 17B42D7573FF6F37 CRC64; 

Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 

Matches 3; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 26 LNS 28 

III 

Db 23 LNS 25 

RESULT 38 
VIP_DIDMA 

ID VIP_DIDMA STANDARD; PRT; 28 AA. 

AC P39089; 

DT 01-FEB-1995 (Rel. 31, Created) 

DT 01-FEB-1995 (Rel, 31, Last sequence update) 

DT 28-FEB-2003 (Rel. 41, Last annotation update) 

DE Vasoactive intestinal peptide (VIP) . 

GN VIP. 

OS Didelphis marsupial is virginiana (North American opossum) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Mammalia; Metatheria; Didelphimorphia; Didelphidae; Didelphis. 

OX NCBI_TaxID=9267; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=92179271; PubMed=1542675 ; 

RA Eng J., Yu J.-H., Rattan S., Yalow R.S.; 

RT "Isolation and amino acid sequences of opossum vasoactive intestinal 

RT polypeptide and cholecystokinin octapeptide . " ; 

RL Proc. Natl. Acad. Sci . U.S.A. 89:1809-1811(1992). 

CC -!- FUNCTION: VIP CAUSES VASODILATION, LOWERS ARTERIAL BLOOD 

CC PRESSURE, STIMULATES MYOCARDIAL CONTRACTILITY, INCREASES 

CC GLYCOGENOLYSIS AND RELAXES THE SMOOTH MUSCLE OF TRACHEA, STOMACH 

CC AND GALL BLADDER. 

CC -!- SIMILARITY: BELONGS TO THE GLUCAGON FAMILY. 

DR PIR; A38232; A38232. 

DR InterPro; IPR000532; Glucagon. 

DR Pfam; PF00123; hormone2 ; 1. 

DR PRINTS; PRO 02 75; GLUCAGON. 

DR SMART; SM00070; GLUCA; 1. 

DR PROSITE; PS0026 0; GLUCAGON; 1. 

KW Glucagon family; Amidation; Hormone. 

FT MOD_RES 28 28 AMIDATION. 

SQ SEQUENCE 28 AA; 3318 MW; F01188A0A72F76D9 CRC64; 



Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 

Matches 3; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 



Qy 15 RLL 17 

III 

Db 12 RLL 14 

RESULT 39 
VIP_RANRI 

ID VIP_RANRI STANDARD; PRT; 28 AA. 

AC P81016; 

DT 01-NOV-1997 (Rel . 35, Created) 

DT 01-NOV-1997 (Rel. 35, Last sequence update) 

DT 01-NOV-1997 (Rel. 35, Last annotation update) 

DE Vasoactive intestinal peptide (VIP) . 

OS Rana ridibunda {Laughing frog) (Marsh frog) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 

OC Amphibia; Batrachia; Anura; Neobatrachia,- Ranoidea; Ranidae; Rana. 

OX NCBI_TaxID=84 06; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=95309202; PubMed=754 0547 ; 

RA Chart rel N . , Wang Y., Fournier A., Vaudry H. , Conlon J.M.; 

RT "Frog vasoactive intestinal polypeptide and galanin: primary 

RT structures and effects on pituitary adenylate cyclase."; 

RL Endocrinology 136:3079-3086(1995). 

CC -!- FUNCTION: VIP CAUSES VASODILATION, LOWERS ARTERIAL BLOOD 

CC PRESSURE, STIMULATES MYOCARDIAL CONTRACTILITY, INCREASES 

CC GLYCOGENOLYSIS AND RELAXES THE SMOOTH MUSCLE OF TRACHEA, STOMACH 

CC AND GALL BLADDER. 

CC -!- SIMILARITY: BELONGS TO THE GLUCAGON FAMILY. 

DR InterPro; IPR000532; Glucagon. 

DR Pfam; PF00123; hormone2 ; 1. 

DR PRINTS; PR002 75; GLUCAGON. 

DR PROSITE; PS00260; GLUCAGON; 1. 

KW Glucagon family; Amidation; Hormone. 

FT MOD_RES 28 28 AMIDATION. 

SQ SEQUENCE 28 AA; 3320 MW; 17B42D7573FF6F37 CRC64 ; 

Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 

Matches 3; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 26 LNS 28 

III 

Db 23 LNS 25 



RESULT 4 0 
VIP SCYCA 



ID VIP_SCYCA STANDARD; PRT; 28 AA. 

AC P09685; 

DT 01-MAR-1989 (Rel. 10, Created) 

DT 01-MAR-1989 (Rel. 10, Last sequence update) 



DT 15-DEC-1998 (Rel . 37, Last annotation update) 

DE Vasoactive intestinal peptide (VIP) . 

OS Scyliorhinus canicula (Spotted dogfish) (Spotted catshark) . 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Chondrichthyes ; . 

OC Elasmobranchii; Galeomorphii; Galeoidea; Carcharhinif ormes ; 

OC Scyliorhinidae; Scyliorhinus. 

OX NCBI_TaxID=7830; 

RN [1] 

RP SEQUENCE . 

RX MEDLINE=87299819; PubMed-2441759 ; 

RA Dimaline R. , Young J. , Thwaites D.T., Lee CM., Shuttleworth T.J., 

RA Thorndyke M . C . ; 

RT "A novel vasoactive intestinal peptide (VIP) from elasmobranch 

RT intestine has full affinity for mammalian pancreatic VIP receptors ; 

RL Biochim. Biophys . Acta 930:97-100(1987). 

RN [2] 

RP SEQUENCE. 

RA Dimaline R., Young J., Thwaites D.T., Lee CM. , Thorndyke M.C; 

RT "Amino acid sequence of a biologically active vasoactive intestinal 

RT peptide from the elasmobranch Scyliorhinus canicula."; 

RL Ann. N.Y. Acad. Sci . 527:621-623(1988). 

RN [3] 

RP SEQUENCE OF 1-10. 

RX MEDLINE=86234323; PubMed=3715063 ; 

RA Dimaline R. , Thorndyke M.C, Young J.; 

RT "Isolation and partial sequence of elasmobranch VIP." ; 

RL Regul. Pept . 14:1-10(1986). 

CC -!- FUNCTION: VIP CAUSES VASODILATION, LOWERS ARTERIAL BLOOD 

CC PRESSURE, STIMULATES MYOCARDIAL CONTRACTILITY, INCREASES 

CC GLYCOGENOLYSIS AND RELAXES THE SMOOTH MUSCLE OF TRACHEA, STOMACH 

CC AND GALL BLADDER. 

CC -!- SIMILARITY: BELONGS TO THE GLUCAGON FAMILY. 

DR PIR; A60303; A60303. 

DR InterPro; IPR000532; Glucagon. 

DR Pfam; PF00123; hormone2 ; 1. 

DR SMART; SM00070; GLUCA; 1. 

DR PROSITE; PS00260; GLUCAGON; 1. 

KW Glucagon family; Amidation; Hormone. 

FT MOD_RES 28 28 AMIDATION. 

SQ SEQUENCE 28 AA; 3270 MW; 9014389573F81F3B CRC64; 

Query Match 7.7%; Score 3; DB 1; Length 28; 

Best Local Similarity 100.0%; Pred. No. 1.2e+04; 

Matches 3; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

Qy 16 LLA 18 

III 

Db 26 LLA 28 



Search completed: January 14, 2 004, 10:35:42 
Job time : 8.43925 sees 



